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GRAPHICAL ABSTRACT

Potential Symbiodiniaceae-Bacteria interactions
. ®Bacteria A Symbiodiniaceae

ABSTRACT

Regional acclimatisation and microbial interactions significantly influence the resilience of reef-building corals
facing anthropogenic climate change, allowing them to adapt to environmental stresses. However, the connec-
tions between community structure and microbial interactions of the endemic coral microbiome and holobiont
acclimatisation remain unclear. Herein, we used generation sequencing of internal transcribed spacer (ITS2) and
16S rRNA genes to investigate the microbiome composition (Symbiodiniaceae and bacteria) and associated po-
tential interactions of endemic dominant coral holobionts (Pocillopora verrucosa and Turbinaria peltata) in the
South China Sea (SCS). We found that shifts in Symbiodiniaceae and bacterial communities of P. verrucosa
were associated with latitudinal gradient and climate zone changes, respectively. The C1 sub-clade consistently
dominated the Symbiodiniaceae community in T. peltata; yet, the bacterial community structure was spatially
heterogeneous. The relative abundance of the core microbiome among P. verrucosa holobionts was reduced in
the biogeographical transition zone, while bacterial taxa associated with anthropogenic activity (Escherichia
coli and Sphingomonas) were identified in the core microbiomes. Symbiodiniaceae and bacteria potentially inter-
act in microbial co-occurrence networks. Further, increased bacterial, and Symbiodiniaceae a-diversity was asso-
ciated with increased and decreased network complexity, respectively. Hence, Symbiodiniaceae and bacteria
demonstrated different flexibility in latitudinal or climatic environmental regimes, which correlated with
holobiont acclimatisation. Core microbiome analysis has indicated that the function of core bacterial microbiota
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might have changed in distinct environmental regimes, implying potential human activity in the coral habitats.
Increased bacterial o diversity may lead to a decline in the stability of coral-microorganism symbioses, whereas
rare Symbiodiniaceae may help to retain symbioses. Cladocopium, 'y-proteobacteria, while oi-proteobacteria may
have been the primary drivers in the Symbiodiniaceae-bacterial interactions (SBIs). Our study highlights the as-
sociation between microbiome shift in distinct environmental regimes and holobiont acclimatisation, while pro-
viding insights into the impact of SBIs on holobiont health and acclimatisation during climate change.

© 2020 Elsevier B.V. All rights reserved.

1. Introduction

Coral reefs are diverse symbiotic ecosystems supporting an immense
biodiversity while providing important ecosystems to a wide range of liv-
ing organisms, including humans (Blackall et al., 2015; Hughes et al.,
2017). However, coral reefs transitioning through the Anthropocene
(Hughes et al., 2017) must contend with climate change, often undergo-
ing configurational transformations caused by rising temperatures
(Hughes et al., 2018; Stuart-Smith et al., 2018). The collapse of coral
reefs that has occurred since the 1970s has largely been attributed to cli-
mate change, which has caused the coral cover to significantly decline by
approximately 50-80% worldwide (Gardner et al., 2003; Bruno and Selig,
2007; Silverstein et al,, 2015; Hughes et al., 2018). Biogeographical evi-
dence showed that the global coral recruitment has declined by 85%
throughout the tropics, but has increased by 78% in the sub-tropics
(Price et al., 2019). Several studies have suggested that in some areas,
such as eastern Australia (Booth et al., 2007; Figueira and Booth, 2010),
Japan (Yamano et al., 2011), the western Mediterranean (Serrano et al,
2013), and the northern part of the South China Sea (SCS) (Tkachenko
and Soong, 2017; Qin et al.,, 2019a, 2019b; Yu et al,, 2019), sub-tropical
coral reefs may be potential zones of refuge for tropical coral resisting
the oceans' increasing temperatures (Beger et al., 2014). Studies on envi-
ronmental tolerance and acclimatisation of dominant tropical and sub-
tropical coral species are essential for assessing the environmental gradi-
ent acclimatisation of coral coping with climate change.

The environmental tolerance of coral are closely associated with coral
host and microbiome, which includes endosymbiotic Symbiodiniaceae,
bacteria, viruses, fungi, and archaea (Hernandez-Agreda et al., 2017;
Brener-Raffalli et al., 2018; Osman et al., 2020). The coral host has a dy-
namic relationship with these diverse partners, collectively termed the
coral holobiont (Brener-Raffalli et al., 2018). Certain corals adapt to differ-
ent environmental stresses by restructuring their microbiome (particu-
larly the structures of the Symbiodiniaceae and bacteria) (McDevitt-
Irwin et al, 2017; LaJeunesse et al, 2018; Ziegler et al, 2019).
Symbiodiniaceae, originated and diversified approximately 140-200 mil-
lion years ago (coinciding with the adaptive radiation of calcifying corals
during the middle Jurassic Period) (Simpson et al,, 2011; LaJeunesse
et al., 2018), have an abundant taxa with distinct eco-physiological and
environmental tolerance (Lajeunesse et al., 2010; LaJeunesse et al.,
2018; Chen et al,, 20193, 2019b; Qin et al,, 20193, 2019b). Several corals
can adapt to new environmental regimes by shuffling or switching their
Symbiodiniaceae (Baker et al., 2004; Fabricius et al., 2004; Stat et al.,
2006). For example, the heat-tolerant Durusdinium trenchii is frequently
involved in coral switching and shuffling adjustments in natural reefs
(Pettay et al., 2015), contributing to the survival of the endangered
Orbicella faveolata during thermal bleaching in the Florida Keys in 2015
(Mangzello et al,, 2018). In addition, bacterial communities influence the
acclimatisation and adaptation of holobionts to environmental regime
or stress responses (Ziegler et al., 2017; Ziegler et al., 2019). Several stud-
ies have reported that distinct bacterial communities can help coral re-
spond to sea surface temperature (SST) variations (Ziegler et al., 2017,
Brener-Raffalli et al.,, 2018; Osman et al., 2020), eutrophication (Ziegler
et al,, 2016; Ziegler et al., 2019), high turbidity (Ziegler et al., 2016), and
low pH (Morrow et al., 2014). Corals also have symbiotic relationship
with several beneficial bacteria, which can protect against pathogen inva-
sion by secreting antibiotics (Ritchie, 2006; Rypien et al., 2010), inhibiting

pathogen metabolism (Ritchie, 2006; Rypien et al., 2010), or consuming
the pathogens itself (Welsh et al., 2015). Coral holobionts also have a
core bacterial microbiome (present in 30 to 100% of the individuals of a
coral species) that is associated with improved environmental adaptation
and ecological function of the holobiont (Hernandez-Agreda et al., 2016;
Brener-Raffalli et al., 2018). Core bacterial microbiomes have high speci-
ficities (Hernandez-Agreda et al., 2017; Hernandez-Agreda et al., 2018);
thus, variation in the abundance of core microbiomes provides an insight
into the adaptive strategy of coral holobionts in response to environmen-
tal stress in different habitats. Therefore, knowing the endosymbiotic
Symbiodiniaceae and bacterial community structure, along with its varia-
tions, is critical to understand the coral holobiont acclimatisation toward
distinct environmental regimes and the tolerance of corals to climate
change.

Coral microbial communities not only affect the acclimatisation and
immune response of the coral host (van Oppen and Blackall, 2019) but
also interact with each other. The results of fluorescence in situ
hybridisation (FISH) analyses showed that Actinobacter and Ralstonia
have a close relationship with Symbiodiniaceae (Ainsworth et al.,
2015). While other studies found that Endozoicomonas can protect
Symbiodiniaceae from bleaching pathogens (Pantos et al., 2015;
Neave et al., 2017). Altermonas and Cyanobacteria also provide nitrogen
to the Symbiodiniaceae of coral larvae (Lesser et al., 2004; Ceh et al.,
2013). Previous studies have reported that microbiomes are highly
structured and form complex interconnected microbial networks in
which microbes associate with each other either directly or indirectly
through processes such as competition, facilitation, and inhibition
(Barberan et al., 2012; Wagg et al., 2019; Chen et al., 2020). However,
the drivers of potential Symbiodiniaceae-bacteria interactions (SBIs)
and their association with microbial diversity remain unknown. This in-
formation helps to assess the symbiosis stability and acclimatisation of
coral holobionts.

The SCS is on the northern edge of the ‘Coral Triangle’ (Spalding,
2001). Tropical atolls are widely distributed from the Zengmu Reef,
(~4° N) near the equator, to the Dongsha Islands, (~20° N) in the north-
ern SCS (Yu, 2012; Tkachenko and Soong, 2017; Chen et al., 2020). Sev-
eral fringe reefs and coral communities are distributed along the
northern edge of the SCS in sites including the Leizhou Peninsula
(~20-21° N), Hong Kong (~21-22° N), and Dongshan Island (~23° N),
and their distribution is controlled by the sub-tropical climate (Chen
et al., 2009; Ng and Ang, 2016; Chen et al., 2019a, 2019b). The SCS
covers 19 degrees of latitude, and corals throughout the SCS are exposed
to environmental effects of not only different latitudinal gradients but
also different climate zones (tropical and sub-tropical; Yu, 2012). Due
to the Qiongdong cold upwelling, the eastern region of Hainan Island
(18°30-20° 30’ N) exhibits sub-tropical features, including an increase
in macroalgae cover (Chen et al.,, 20193, 2019b) and sub-tropical coral
species (Wu et al., 2013). Thus, the eastern region of Hainan Island
can be defined as a biogeographical transition zone (BTZ), which is
likely to become a refuge for tropical corals avoiding thermal stress
(Beger et al., 2014). Moreover, investigating the genetic flow of coral
hosts (Porites lutea, Galaxea fascicularis) highlights a high northern mi-
gration rate in the SCS (Su, 2017; Huang et al., 2018). Therefore, the
SCS provides a suitable natural environment for studying the
microbiome-driven latitudinal and climatic acclimatisation of coral
holobionts associated with host's phylogeny.
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This study aimed to explored the community structures of
Symbiodiniaceae and bacteria associated with two endemic dominant
coral species, namely Pocillopora verrucosa and Turbinaria peltate, col-
lected from 15 coral habitats across 14 degrees of latitude. We
characterised the latitudinal and climatic environmental factors to deter-
mine how microbial communities are linked to distinct environmental re-
gimes and explained the associations between coral acclimatisation and
microbial community shifts. Furthermore, network modelling inference
was used to analyse the microbial co-occurrence network, which helps
to explore potential SBIs and their key drivers in the coral holobionts.
The results of this study will expand our understanding of the symbiosis
stability and flexibility, acclimatisation, and potential microbial interac-
tions of coral holobionts in response to global climate change.

2. Materials and methods
2.1. Sample collection, coral cover, and environmental characteristics

One hundred seventy-five tropical dominant Pocillopora verrucosa
samples were collected from tropical coral habitats (TCH) and BTZ in
the SCS (Table 1), and 44 sub-tropical dominant Turbinaria peltata sam-
ples were collected from three coral communities in the northern part
of the SCS (Table 1). Only adult coral colonies were collected to control
for the effect of age on microbiota composition (van Oppen and Blackall,
2019). Coral fragments (~2-3 cm?) were obtained by hammer and
chisel from a depth range of 2-15 m via SCUBA diving. The samples
were cleaned in the boat with artificial sterile seawater (salinity:
35%o) to ensure they were not contaminated with free-living bacteria
or Symbiodiniaceae. All fragments were transferred directly in pre-
loaded 2 mL cryotubes containing 95% ethanol or 20% dimethyl
sulphoxide (DMSO) buffer (Gaither et al., 2011), and stored at —20 °C
until DNA extraction. Nucleic acids of holobiont microbiota were ex-
tracted using the DNeasy® plant mini kit (Qiagen, Hilden, Germany)
and FastDNA® spin kit for soil (MP Biomedicals, France), according to
the manufacturer's instructions. Genomic DNA was extracted from
corals using a marine animal tissue genomic DNA extraction kit
(Tiangen Biotech, Beijing, China), according to the manufacturer’s
instructions.

To determine the environmental influence of latitude gradient and
climate (Osman et al., 2020), remote sensing MODIS-Aqua 4 km data
of monthly SST (°C), chlorophyll a concentration (Chl a, mg/m?), and
the diffuse attenuation coefficient for downwelling irradiance at
490 nm (Kd, m~!) were acquired from 15 sampling coral habitats in
the SCS between 2009 and 2019 using the Giovanni Ocean Colour tool
(https://giovanni.gsfc.nasa.gov/giovanni; Fig. 1). A one-way factorial
analysis of variance (ANOVA) was used to analyse the monthly environ-
mental data among different coral habitats (Fig. S1). Scheffe tests were
used as post hoc multiple comparisons for further analysis of significant
ANOVA results (Fig. S1). In addition, the description of geographic char-
acteristics was based on those described by Chen et al. which include
high latitude coral communities (HLCC), intermediate latitude coral
reefs (ILCR), and low latitude coral reefs (LLCR) (Chen et al., 2019a,
2019b).

To determine how coral cover varied with latitude and climate, line
intercept transect techniques were used, as implemented by the
Australian Institute of Marine Science and recommended by the Global
Coral Reef Monitoring Network (Zhao et al.,, 2013; Zhao et al.,, 2016;
English et al., 1997). Benthic surveys were conducted at 14 coral habi-
tats during the warm months (May to September 2017 and May to
July 2018; Table S1). Sixty-five surveyed sites were visited at different
depths and positions, ensuring representation of potential spatial com-
munity patterns of coral. The number of benthic survey sites for each
coral habitat is presented in Table S1. Fifty metres of fibreglass measur-
ing tape was fixed to the sea floor following the depth contour in each
study site and an Olympus TG-4 Zoom digital waterproof camera was
used to record videos; live cover of dominant coral was extracted
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from the videos (Chen et al., 2019a, 2019b). To determine the correla-
tion between live coral cover and latitude gradient, linear regression
analysis was conducted using GraphPad Prism 8.

2.2. Coral haplotype identification and analysis

We randomly selected 126 and 33 samples from P. verrucosa and
T. peltata, respectively, for coral haplotype identification analysis
(Table S2). The mitochondrial variable open reading frame (ORF) of
P. verrucosa samples were amplified with FATP6.1 (5’-TTTGGGSATTC
GTTTAGCAG-3’) and RORF (5’-SCCAATATGTTAAACASCATGTCA-3’)
primers (Flot and Tillier, 2007; Brener-Raffalli et al., 2018) (Supplemen-
tal information S1). Since T. peltata phylogeny research is lacking, the
molecular marker based on mitochondrial cytochrome B (cytB) genes
was developed from the T. peltate mitochondrial genome (Shi et al.,
2016). Primer 6.0 software was used to design specific primers. Ulti-
mately, CytB-TURF (5'-ATGCCACTGCGCAAAGAGAA-3’) and CytB-
TURR (5’-TTACGACGGACCATTCGCCT-3’), which exhibited the strongest
specificity, were used to amplify cytB for haplotype identification (Sup-
plemental information S1). Amplification products were directly se-
quenced on an ABI 3730XL DNA Analyser at Sangon Biotech
(Shanghai, China). ORF and cytB sequences can be accessed in GenBank
under accession numbers SUB7665150. Phylogenetic trees for these two
endemic coral species were inferred using maximum likelihood (ML)
and neighbour-joining (N]J) methods. The robustness of the tree was
tested with 1000 bootstrap replicates. Haplotype network analysis for
ORF and cytB sequences was conducted by DnaSp6 using their respec-
tive alignments, while degenerate base pairs and indels were ignored.

2.3. Microbiome identification and profiling

For all 219 endemic coral samples, amplicon sequencing was con-
ducted for the two markers, respectively. The primers ITSintfor2 (5'-
GATTGCAGAACTCCGTG-3’) (Lajeunesse and Trench, 2000) and ITS2-
reverse (5'-GGGATCCATATGCTTAAGTTCAGCGGGT-3’) (Coleman et al.,
2010) were used to conduct PCR amplification of the internal transcribed
spacer region 2 (ITS2) of the Symbiodiniaceae rDNA. The precise methods
of PCR and NGS can be found in Chen et al. (2020) and Chen et al. (2019a,
2019b), respectively. The bacterial community was analysed using 16S
RNA gene libraries generated with the 338F (5’-ACTCCTACGGGAGGCA
GCAG-3’) and 806R (5'-GGACTACHVGGGTWTCTAAT-3’) primers
targeting the highly variable V3-V4 regions (Liang et al.,, 2017). PCR was
performed with ~10 ng of DNA, 1.6 L (5 um) primer, 0.4 pL TransStart
Fastplu DNA Polymerase, 0.2 uL BSA, 4 pL 5 x FastPfu Buffer, 2 pL of
2.5 mM dNTPs, and ddH,0 to a total volume of 20 pL. GeneAmp® 9700
thermocycle controller was used to carry out PCR amplification with the
following programme: 3 min at 95 °C, followed by 29 cycles of 95 °C for
30 s, 53 °C for 30 s, 72 °C for 45 s, and final extension at 72 °C for
10 min. The Qiagen Agarose Gel DNA Purification kit (Qiagen, Hilden,
Germany) was used to purify PCR products, which were sequenced on
an Illumina Miseq platform using the 2 x 300 bp mode according to stan-
dard protocols at Majorbio (Shanhai, China). The raw ITS2 and 16S reads
were deposited into the NCBI Sequence Read Archive database (Accession
Number: SRP267159 and SRP267164).

2.4. Bioinformatics processing

For Symbiodiniaceae ITS2 dataset analysis, quality control and se-
quence splicing of [llumina Miseq platform output data were conducted
according to a commonly accepted protocol (Arif et al., 2014; Ziegler
et al,, 2017; Brener-Raffalli et al., 2018). Briefly, sequencing reads were
de-noised using Trimmomatic software (Beger et al., 2014), and reads
with a tail mass value of <20 were removed. Merging paired-end se-
quences and full-length ITS2 rDNA sequences were generated using
MOTHUR. The quality-filtered reads were aligned to the ITS2 database
using local BLASTN, and the parameters were set following the pipeline
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Table 1
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The samples of endemic dominant coral species from the South China Sea, including climate, sampling regions, the number of samples and sampling date information.

Climate Regions Sampling coral Coordinate Coral The number of Sampling dates
habitats species samples (yyyy.mm.dd)
Biogeographical transition Hainan Island Dazhou Island N18°42'-18°43', P. 17 2019.07.10-2017.07.15
zones (BTZ) E110°26’-111°30’ verrucosa
Tropic Intermediate latitude coral Beijiao N17°06'-17°07’, P. 14 2019.08.02-2019.08.05
reefs (IICR) E111°28’-111°31/ verrucosa
Qilianyu N16°54'-16°58’, 13 2019.08.06-2019.08.09
E112°11’-112°20’
Yongxing Island N16°49'-16°50', 15 2019.08.10-2019.08.13
E112°20’-112°21"
Dong Island N16°39'-16°40’, 15 2019.08.15-2019.08.18
E112°43’-112°44'
Yuzhuo Reef N16°18'-16°21’, 14 2019.08.20-2019.08.26
E111°57’-112°5’
Huangguang Reef N16°9'-16°17’, 15 2019.08.28-2019.09.01
E111°34’-111°49’
Panshiyu N16°2'-16°5’, 15 2019.09.02-2019.09.06
E111°45’-111°50"
Langhua Reef N16°0'-16°5/, 15 2019.09.08-2019.09.11
E112°26’-112°35’
Low latitude coral reefs (LICR) ~ HuangyanIsland ~ N15°06’-15°13’, 15 2017.07.13-2017.07.21
E117°44’-117°50"
Sanjiao Reef N10°10'-10°13’, 14 2018.07.16-2018.07.15
E115°16’-115°19’
Huayang Reef N8°51'-8°53/, 13 2018.07.18-2018.07.22
E112°49’-112°51"
Subtropic High latitude coral Dongshan Island N22°33'-22°35/, T. peltata 13 2018.07.01-2018.07.02
communities (HICC) E117°17-117°25'
Daya Bay N22°34'-22°39’, 13 2018.07.13-2018.07.16
E114°33’-114°39’
Weizhou Island N21°00'-21°04', E109°04’ 18 2018.08.22-2018.08.26
-109°08’

detailed in Chen et al. (2019a, 2019b). To accommodate the use of ITS2
as a multicopy marker, we used sequence-based ITS2 (sequences were
present at a minimum cut-off of >5% for at least 1 of the 219 samples)
analysis to identify dominant Symbiodiniaceae sub-clades (Ziegler
et al, 2017; Chen et al., 2019a, 2019b). Moreover, Symbiodiniaceae o
and beta diversities were analysed by operational taxonomic unit
(OTU) clusters. MOTHUR was used to subsample qualified ITS2 se-
quences to 28,984 reads per sample, and sequences with a retention
length of >90% were clustered into OTUs based on a similarity of 97%
(Arifetal., 2014; Ziegler et al., 2017). The representative OTU sequences
(most abundant) were aligned to a non-redundant ITS2 database, col-
lated and published by Chen et al. using local BLASTN (Arif et al.,
2014; Ziegler et al., 2017; Chen et al., 2019a, 2019b), while non-
Symbiodiniaceae OTUs were removed (Table S5).

For bacteria 16S read analysis, PEAR software was used to merge the
overlapping PE reads into 16S tags to allow for generation of the full-
length 16S V3-V4 sequence (Zhang et al., 2014). Raw reads with homo-
polymer inserts and low quality scores ({20) were removed using
UCHIME, and qualified reads were rarefied to an equal sequencing
depth (30,323 reads per sample). After removing chimeric sequences,
OTUs were clustered with a 97% similarity cut-off using UPARSE v7.1,
and taxonomy of each 16S rRNA sequence was identified and classified
using the Ribosomal Database Project (RDP v2.2) by setting a bootstrap
confidence level of 0.7. The SILVA database release 132 was used for the
16S rRNA OTU alignment-based RDP classifier method using Quantita-
tive Insights into Microbial Ecology 2 (QIIME2) (Bolyen et al., 2019). Mi-
tochondria, chloroplast, and non-bacterial OTUs were removed from the
dataset (Table S6).

2.5. Statistical analyses

Significant differences in Symbiodiniaceae and bacterial communi-
ties were tested by permutation multifactorial analysis of variance
(PERMANOVA) with 9,999 permutation-based Bray-Curtis dissimilarity
matrix. Non-metric dimensional scaling (nMDS) was used to visualise

PEMANOVA results generated by Bray-Curtis distance in R (vegan pack-
age; Oksanen et al., 2015). The linear discriminant analysis effect size
(LEfse) was used to identify shifts in the abundance of Symbiodiniaceae
and bacterial OTUs among different coral habitats (LDA = 2.0; p = 0.05)
in the Galaxy web application (https://huttenhower.sph.harvard.edu/
galaxy). Correlations among environmental factors, abundance of mi-
crobiota and sampling regions were analysed by redundancy analysis
(RDA) or canonical correspondence analysis (CCA), conducted in R
using the vegan package (Oksanen et al,, 2015); the significance levels
were based on 1,000 Monte Carlo permutations. To define the contribu-
tions of environmental and geographical factors to the microbial com-
munity structure, a variation partitioning analysis (VPA) was
performed using the varpart function of the vegan package (Oksanen
etal, 2015). Redundancy of environmental variables was used to cluster
variables by performing varclus in Hmisc R package (Harrell, 2008),
which can limit co-linearity effects. QIIME2 was used to identify the bac-
terial core microbiome (Bolyen et al., 2019). OTUs consistently present
in >80% of samples in one species were selected as conservative repre-
sentative members of the core microbiome (Table S4; (Hernandez-
Agreda et al.,, 2016; Hernandez-Agreda et al., 2017)). Moreover, phylo-
genetic investigation of communities by reconstruction of unobserved
states 2 (PICRUSt 2) was applied to predict metagenomic functional
content (KEGG-Pathway level 1, 2, and 3) of dominant bacterial com-
munity species (relative abundance >1%) from the 16S rRNA marker
gene (Langille et al., 2013). Metagenome predictions were conducted
using ‘predict_metagenomes.py’ and weighted nearest sequenced
taxon index (weighted NSTI) was calculated for each sample (Langille
et al., 2013). The LEfSe method was also used to identify significantly
different metagenome functions of bacterial communities among coral
habitats (LDA > 2.0; p = 0.05; Fig. S3 and Table S7).

To gain insights into the interactions between microbiota in the
holobiont, a network modelling inference analysis was performed
using the co-occurrence (CoNet) plugin for Cytoscape 3.7.2 (Faust
et al,, 2012). Briefly, dominant Symbiodiniaceae ITS2 sub-clades, and
all bacterial OTUs as nodes, were used to construct the microbial
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interaction network. Taxa identified in at least two samples, and 20
reads were selected. Two measures of correlation and two measures
of dissimilarity were used to estimate pairwise associations among
Symbiodiniaceae and bacteria. Initially, 1,000 positive and 1,000 nega-
tive edges were retrieved as thresholds for four measures, and 1,000
normalised permutations and 1,000 bootstrap scores were generated
to mitigate the combinatorial bias. Brown's method was used to
merge and calculate the measure-specific p-value (Brown, 1975).
After correcting for multiple comparisons using the Benjamini-
Hochberg procedure (Benjamini and Hochberg, 1995), edges with
merged p-values below 0.05 were retained. The interaction networks
were visualised with Cytoscape 3.7.2 and the complexity of the interac-
tion network was calculated as linkage density (links per OTU) among
Symbiodiniaceae, bacteria, Symbiodiniaceae-bacterial only, or all
Symbiodiniaceae and bacteria OTUs (Boucot, 1985; Wagg et al., 2019).
In addition, The OTU abundance matrix for Symbiodiniaceae and bacte-
rial communities was used to calculate a diversity indices, including
Chao 1, Shannon diversity and Simpson evenness via MOTHUR version
1.30.1 (Figs. S4 and S5). Correlation between a diversity of microbiota
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and complexity of interaction networks were tested by linear regression
using GraphPad Prism 8.

3. Results
3.1. Regional environmental differences and coral cover

Statistical analysis of the environmental index (NASA Giovanni sat-
ellite 2009-2019) revealed that the SST, Chl a, and Kd differed across
coral habitats in the SCS (Figs. 1 and S1). The SST varied appreciably
along the latitudinal gradient and decreased with increased latitude.
Significant differences were observed in the SST among the HLCC (DS,
DY and WZ, range from 23.06 + 4.273C to 25.8 4 4.300 °C), BTZ (DZ,
27.238 4 2.342 °C), ILCR (BJ, QlY, YX, DD, HG, PS, and LH, range from
27.867 £ 1.796 to 28.424 4 1.672 °C) and LLCR (HY, SJ, and HU, range
from 29.018 4 1.208 to 29.248 4 0.958 °C; ANOVA, F = 122.168,
p < 0.001; Figs. 1a, S1a and b), which agreed with previous biogeo-
graphical results (Chen et al., 2019a, 2019b; Chen et al., 2020).

Tubinaria peltata
Cyt B sequences

Clade 1
Dongshan Island(12)
Daya Bay(6)

28/29

Weizhou Island(14)

- la Clade 2 (DY14)

A Galaxea fascicularis (KU159433)

F——— 0.01 substitutions/site  ML/NJ

Legend
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Cyt B haplotype network

250samples

O
1 sample
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@ Nansha Islands
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@ Others
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Fig. 2. Phylogenetic relationship and haplotype network Pocillopora verrucosa (n = 126) and Turbinaria peltata (n = 33) across the South China Sea. (a) Maximum likelihood (ML) tree of
P. verrucosa mitochondrial variable open reading frame (ORF) sequences. (b) ML tree of T. peltata mitochondrial cytochrome B (cyt B) sequences. Values at nodes respectively represent ML
and neighbour-joining (NJ) values >20%. The haplotype network constructed with (c) ORF sequences (d) cyt B sequences based on median-joining algorithm, respectively. Colours rep-
resent sampling sites, and brown circles represent unsampled or extinct haplotypes. Circle size is proportional to the haplotype frequency. (For interpretation of the references to color in
this figure legend, the reader is referred to the web version of this article.)
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However, the variation in the Chl a and Kd was associated with dif-
ferent climate zones in the SCS (Figs. 1 and S1). The Chl a of sub-tropical
coral habitats (HLCC: from 1.274 + 0.634 to 2.173 + 0.502 mg/m°>) was
significantly higher than that of the coral habitats in the BTZ and tropics
(TCH; ILCR: range from 0.154 + 0.086 to 0.300 + 0.154 mg/m>; LLCR:
range from 0.118 + 0.040 to 0.281 + 0.360 mg/m>; ANOVA, F =
466.566, p < 0.001; Figs. 1b, S1c and d). The values of Kd were homoge-
neous in the TCH and were < 0.01 (Fig. 1c). The Kd in the HLCC (range
from 0.105 to 0.173 m™') was significantly higher than in the BTZ
(0.019 + 0.04 m~ '), and the Kd in both the HLCC and BTZ was higher
than in the TCH (ANOVA, F = 195.7, p < 0.001; Figs. 1c, S1e and f).

The results of our ecological investigation showed that dominant
tropical P. verrucosa coral cover decreased with increased latitude in
the TCH (range from 0.6 to 27.3%; R> = 0.288, p = 0.04 < 0.05), a
trend not observed in the HLCC (Fig. 1e). The biogeographic distribution
characteristics of dominant sub-tropical T. peltata differed from those of
P. verrucosa (varied from 0.2 to 34.2%; R? = 0.326, p = 0.03 < 0.05;
Fig. 1c). The BTZ was the distribution boundary between these two en-
demic dominant coral species. The average percentages of P. verrucosa
and T. peltata coral cover were 0.59-2.00 and 0.12-2.00%, respectively.

3.2. Coral host phylogeny and haplotype network

The phylogenetic analysis of P. verrucosa based on ORF revealed
three potential clades corresponding to the coral host (clade 1, clade
2, and clade 3). However, two of the clades each contained only one
sample, and most members of P. verrucosa belonged to clade 1
(Fig. 2a). A total of 50 haplotypes were found in the SCS, and most
P. verrucosa haplotypes were closely related to, or derived from, Hap1
(Fig. 2c), which agreed with the phylogenetic results.

The ML/N] phylogenetic tree based on the cyt B results revealed that
T. peltata had two potential clades, although clade 2 contained only one
sample (DY14). In addition, clade 2 was unstable in the phylogenetic re-
lationship. Thus, significantly distinct clades of T. peltata in the SCS were
not identified. Moreover, most individuals of the two endemic coral
hosts were closely related to, or derived from, their own particular hap-
lotype. Therefore, a direct association was detected between the latitu-
dinal and climatic acclimatisation of coral holobiont and microbiome
flexibility and plasticity.

3.3. Symbiodiniaceae community structure

ITS2 amplicon sequencing with MiSeq yielded 14,704,175 reads.
After blasting and filtering the reads, 14,630,736 ITS2 reads were ob-
tained. We identified Cladocopium, Durusdinium, and Gerakladium in
the coral samples based on ITS2 sequence analysis after quality control
(retaining ITS2 variants present with at least 5% abundance in at least
one sample). At the sub-clade taxonomic level, 25 dominant
Symbiodiniaceae types were identified, from which three genera,
namely Cladocopium (n = 18), Durusdinium (n = 6), and Gerakladium
(n = 1) were detected. For P. verrucosa, the relative abundance of
Durusdinium was higher in the LLCR than in other coral habitats, except
for the LH in the relatively lower part of the ILCR, while the D1 and D6
sub-clades were dominant in the LLCR (Fig. 3a). C42 (typel), C1d,
C1-C45, C1, and C1ca were dominant members of the Symbiodiniaceae
composition in the ILCR, however, the relative abundances of C1d and
C1-C45 were low in the BTZ. For T. peltata, C1 was dominant in the
Symbiodiniaceae composition among the DS, DY, and WZ from the
HLCC (Fig. 3a).

One hundred and five Symbiodiniaceae OTUs were identified. To re-
duce the influence of intragenomic variation on Symbiodiniaceae beta
diversity statistics, the OTU dataset was used for downstream analysis.
The results of the nMDS analysis showed that variation in the
Symbiodiniaceae community structure of P. verrucosa was associated
with the shift in latitude gradient, and significant differences were ap-
parent in community composition among the LLCR, ILCR, and BTZ
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(PERMANOVA, F = 60.43, R?> = 0.404, p < 0.001; Fig. 3b). LEfSe analysis
results indicated that 12 OTUs belonged to Durusdinium and that only
one OTU of Cladocopium was enriched in the LLCR (LDA: 4.1-5.5;
p < 0.05; Fig. 3d). The symbiont community of P. verrucosa had six
enriched Cladocopium OTUs in the BTZ (LDA: 3.3-5.4; p < 0.05) and
four Cladocopium OTUs in the TCH (LDA: 3.4-4.1; p < 0.05; Fig. 3d). In
addition, there were significant differences in the T. peltata
Symbiodiniaceae community structures among the DS, DY, and WZ
(PERMANOVA, F = 18.18, R? = 0470, p < 0.001; Fig. 3c), however, no
OTUs with an LDA of >2.0 were identified in these coral habitats.

3.4. Bacterial community structure

After quality control of the 16S sequences, a total of 10,196,808 valid
reads were identified. Notably, the effect of the variation in community
structure of bacteria differed from that of Symbiodiniaceae in
P. verrucosa (Figs. 3 and 4). The shift in the bacterial community was as-
sociated with changes in the climate zones (Fig. 4a). At the genus level,
Vibrio, Photobacterium, Pseudoalteromonas, and Endozoicomonas were
dominant in the BTZ bacterial community. Curvibacter, Ralstonia, and
Vibrionimonas had a high relative abundance in P. verrucosa across all
coral habitats in the TCH. In addition, the bacterial community structure
of T. peltata was spatially heterogeneous, and Ralstonia, Vibrionimonas,
and Mollicutes were dominant in the DS. T. peltata had the highest rela-
tive bacterial abundance (<1%) in the DY, while Acinetobacter,
Bradyrhizobium, and Sphingobacterium were dominant in the WZ. The
results of nMDS analysis showed there were significant differences be-
tween the P. verrucosa bacterial community structures of the BTZ and
TCH (PERMANOVA, F = 221.715, R? = 0.562, p < 0.001; Fig. 4b).

Furthermore, the bacterial community structure of T. peltata differed
significantly among the DS, DY, and WZ in the HLCC (PERMANOVA, F =
7.541, R? = 0.268, p < 0.001; Fig. 4c). LEfSe analysis results indicated
that ten phylotypes were enriched in the dominant bacterial commu-
nity of P. verrucosa (relative abundance >1%), which included Vibrio,
Endozoicomonas, Photobacterium, Thermus, and Pseudoalteromonas
(LDA: 4.2-5.3; p < 0.05; Fig. 4d). In the TCH, Ralstonia, Vibronimonas,
Curvibacter, Sphingomonas, and Brevundimonas were enriched in the
dominant bacterial community of P. verrucosa (LDA: 2.5-5.6; p < 0.05;
Fig. 4d). In addition, only five phylotypes in T. peltata in the HLCC
were enriched (Fig. 4e). Ralstonia and Mollicutes were enriched in
T. peltata in the DS (LDA: 5.1-5.3; p < 0.05; Fig. 4e), and Acinetobacter
and Sphingomonas were enriched in the WZ (LDA: 4.6-5.0; p < 0.05;
Fig. 4e). However, we did not identify enriched bacterial phylotypes in
the DY.

3.5. Environmental and geographic factors affecting microbial community
structure

RDA/CCA was conducted to identify significant environmental and
geographical factors affecting the communities of P. verrucosa and
T. peltata. Temperature (SST variation-SSTv, maximum SST-MaxSST,
minimum SST-MinSST, and average SST-SST), nutrition concentration
(Chl a variation-Chl av, maximum Chl a-MaxChl a, minimum Chl a-
MinChl a, and average Chl a-Chl a), and turbidity (Kd)-associated fac-
tors were the important environmental variables chosen to study the
community structures of Symbiodiniaceae and bacteria in P. verrucosa
of the SCS (Fig. 5a and c). The relative abundances of Symbiodiniaceae
and bacteria in the BTZ were positively correlated with higher levels
of turbidity and SST variation, but negatively correlated with SST itself.
Furthermore, geographical factors (latitude and longitude) also shaped
the Symbiodiniaceae and bacteria communities (Fig. 5a and c). VPA was
then conducted to further dissect the contribution of environmental and
geographical factors to microbial community structure. These selected
factors explained 45.2 and 51.8% of Symbiodiniaceae and bacterial com-
munity changes of P. verrucosa, respectively (Fig. 5a and c). Whereas the
environmental and geographical factors accounted for only 12.3 and
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Fig. 3. Symbiodiniaceae community structure, relative dispersion and significant distinct taxa in the South China Sea. (a) The heatmap showed dominant Symbiodiniaceae community
composition (sequences were present at a minimum cut-off of >5% at least one of the 219 samples) of Pocillopora verrucosa and Turbinaria peltata. The non-metric Multidimensional Scal-
ing (nMDS) of Bray-Curtis distances of Symbiodiniaceae compositions associated (b) P. verrucosa samples in biogeographical transition zone (BTZ), intermediate latitude coral reefs (ILCR)
and low latitude coral reefs (LLCR), and (c) T. peltata in Dongshan Island (DS), Daya Bay (DY) and Weizhou Island (WZ) from the high latitude coral communities (HLCC) based OTU anal-
ysis. Ellipses denote significant differences among distinct coral habitats (p < 0.05; PERMANOVA). (d) Enrichment Symbiodiniaceae genera with LDA scores of 2 or greater in symbiont
communities of P. verrucosa among different coral habitats. Importantly, no Symbiodiniaceae OTUs enriched by T. peltata among different habitats in HLCC.
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Fig. 5. Drivers of Symbiodiniaceae and bacterial communities in Pocillopora verrucosa and Turbinaria peltata samples in the South China Sea. (a, b) Redundancy analysis (RDA) or canonical
correspondence analysis (CCA) showing environmental and geographical factors that affected Symbiodiniaceae community structure of and variation partitioning analysis (VPA) of the
relative contributions of environmental and geographical variables to variation in Symbiodiniaceae Beta diversity. (c, d) RDA/CCA indicated bacterial community Beta diversity effected
by environmental and geographical factors, and VPA of relative contributions of these factors (SST and Chl a) to variation in bacterial community structure.
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1.8% of Symbiodiniaceae community changes, respectively; and 38.6
and 17.5% of the bacterial community shifts, respectively. In addition,
the combined contribution of environmental and geographical factors
explained 31.1 and 11.0% of Symbiodiniaceae and bacterial community
changes, respectively. Taken together, these results indicate that com-
bined effects of environmental and geographical variables affect
Symbiodiniaceae and bacterial communities.

However, after removal of the redundant variables, only two envi-
ronmental characteristics (average SST and average Chl a) were chosen
for RDA/CCA of T. peltata in HLCC (Fig. 5b and d). The individual average
SST contributed the highest percentage of variation in the T. peltata
Symbiodiniaceae community structure (30.2%), while combined effects
of average SST and Chl a contributed the highest percentage of variation
to the bacterial community structure (13.8%).

3.6. Coral bacterial core microbiome

Bacterial phylotypes consistently present in >80% of the coral sam-
ples were members of a conservative representation of the core
microbiome (Ainsworth et al., 2015; Hernandez-Agreda et al., 2018).
Seven bacterial core OTUs identified were consistently associated with
P. verrucosa. There were 15 core OTUs across the TCH, however,
P. verrucosa had only seven core OTUs in the BTZ (Fig. 6 and Table S4).
In addition, core microbiomes contributed between 83.6% of bacterial
abundance DD, to 97.8% at SJ in the TCH (Fig. 6a), meanwhile the core
microbiomes in the BTZ contributed only 0.6% of the bacterial abun-
dance (Fig. 6a). The beneficial bacteria, Ralstonia (OTU537 and
0TU7694) was the most abundant in P. verrucosa from the BTZ
(0.32%) and TCH (33.22%; Fig. 6a). Meanwhile, potential anthropogenic
Escherichia coli (OTU1477) were also identified in the P. verrucosa core
bacterial microbiome (Fig. 6a).

For T. peltata, 17 consistently associated bacterial phylotypes were
identified, which were present in >80% of T. peltata samples. These
core bacterial members were all identified in the DS, DY, and WZ
(Fig. 6 and Table S4). ai-proteobacteria (41.1%) and y-proteobacteria
(17.6%) were dominant in the T. peltata core bacterial microbiome.
Core bacterial microbiome phylotypes contributed between 9.5% of
the bacterial abundance in the DS, to 31.2% in the WZ (Fig. 6b). In addi-
tion, four phylotypes were shared between the core microbiomes of the
two corals, namely, Sphingomonas sp. (OTU8923), Cutibacterium sp.
(0TU8436), Acinetobacter sp. (OTU3906), and Rhodococcus erythropolis
(OTU6060). Beneficial bacterium of Endozoicomonas were not members
of the core bacterial microbiomes of these two endemic dominant coral
species.

3.7. Relationship between microbial diversity and network complexity

The co-occurrence network analysis showed that the complexity of
the microbial network of P. verrucosa varied from 3.095 in the PS (in
ILCRs) to 5.664 in the BTZ (Fig. 7a and Table 2). The average network
complexity ranged from 3.993 in ILCRs to 3.982 in LLCRs (Fig. 7a and
Table 2), suggesting that the co-occurrence networks in the TCH were
simple compared with those in the BTZ. The degree of microbial net-
work complexity in T. peltata was higher than in P. verrucosa (DS:
4.469; DY: 8.842; WZ: 8.500; Fig. 7a and Table 2).

To test assess the correlation between microbial o diversity and net-
work complexity, Chao, Shannon, and Simpson evenness indices of
Symbiodiniaceae and bacteria among each coral habitats were analysed
(Figs. S4 and S5). Significant correlations between microbial o diversity
and network complexity were observed (Figs. 7b and c). For
Symbiodiniaceae, the Shannon (R? = 0.504, p = 0.002 < 0.05) and
Simpson evenness (R? = 0.230, p = 0.007 < 0.05) indices were nega-
tively correlated with network complexity (Fig. 7c), however, there
was an insignificant correlation between Chao index (R?> = 0.216,
p = 0.08) and network complexity (Fig. 7c). Moreover, the Chao
(R?> = 0.582, p < 0.001), Shannon (R? = 0.738, p < 0.001), and Simpson
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evenness (R? = 0.457, p <0.001) indices of bacteria were positively cor-
related with network complexity (Fig. 7d). Therefore, microbial net-
work complexity increased with bacterial diversity and decreased
with Symbiodiniaceae diversity.

Interestingly, potential multiple interactions between microbial
members were identified in a co-occurrence network, especially the po-
tential SBI (Fig. 7a, b and Table 2). In an analysis of the potential SBI cor-
relations in P. verrucosa, 7-127 correlations were observed in the TCH,
and the number of average correlations was 36, which was higher
than in the BTZ (Table 2). Therefore, the potential SBI networks of
P. verrucosa in the TCH were more complex than in the BTZ. Bacterial
OTUs involving potential SBIs belonged to the classes -y-
proteobacteria, a-proteobacteria, Actinobacteria, Oxyphotobacteria, Ba-
cilli, Bacteroidia, and Dadabacteriia in the TCH, while only two bacterial
classes, 'y-proteobacteria and c-proteobacteria, were identified in SBIs
in the BTZ (Fig. S6). Cladocopium, Durusdinium, and Gerakladium were
involved SBIs in P. verrucosa, however, only Cladocopium was identified
in potential SBIs in the BTZ (Fig. S6). In addition, in T. peltata, there were
19 potential SBI correlations were identified in the DS, 14 in the DY, and
14 in the WZ, accounting for fewer than those in P. verrucosa in the TCH,
and a similar amount to those in the BTZ. The number of bacterial clas-
ses involved in SBIs in T. peltata was lower than in P. verrucosa. Five bac-
terial classes identified in SBIs belonged to <y-proteobacteria, -
proteobacteria, Actinobacteria, Bacteroidia, and Bacilli (Fig. S6).
Cladocopium and Durusdinium were involved in SBIs in the DS and DY,
respectively. Only Cladocopium was identified in potential SBIs in the
WZ.

4. Discussion

4.1. Symbiodiniaceae community structure of coral holobionts is linked to
latitudinal environmental regimes in the SCS

Results of the environmental factor analysis showed that variation in
SST was associated with changes in the latitudinal gradient, which
corresponded to the shifts in the Symbiodiniaceae community struc-
tures (Figs. 1 and 3). These results suggest that Symbiodiniaceae com-
munities of P. verrucosa have strong geographical patterns in distinct
latitudinal environmental regimes, which may be shaped by SST.
Many other studies have similarly found that the spatial distribution
pattern of the Symbiodiniaceae community is affected by temperature
regimes (Kennedy et al., 2016; Reimer et al., 2017; Ziegler et al., 2017,
Brener-Raffalli et al, 2018). For example, the dominant
Symbiodiniaceae genus of Porties have shifted from Cladocopium to
Durusdinium along the north-south gradient in the Red Sea (Terraneo
et al.,, 2019). Furthermore, based on a molecular ecological study with
the PsbA™" gene marker, three distinct Symbiodiniaceae genotypes
were reported to have a close association with thermal regimes in the
northern and central Red Sea (Reimer et al., 2017). These geographical
patterns have also been reported for other coral species in the SCS
(Galaxea fascicularis, Montipora. sp); for example, a shift from a C3u
sub-clade- to a C1 subclade-dominated community of Acropora formosa
was found along the north-south latitudinal gradient (Chen et al.,
2019a, 2019b; Tong et al., 2017). Moreover, P. verrucose, and its close
relative, Pocillopora acut have highly stable Symbiodiniaceae communi-
ties in distinct environmental regimes (Sawall et al., 2015; Ziegler et al.,
2015). However, Symbiodiniaceae communities of P. verrucosa have
shown high flexibility across three latitudinal gradients in the SCS,
which may imply that P. verrucosa holobiont in SCS adapt the strategy
with flexibility of host-Symbiodiniaceae associations to facilitate accli-
matisation to environmental regimes in distinct geographical regions.
Specifically, Durusdinium was the dominant P. verrucosa symbiont com-
munity in the LLCR (Fig. 3a and d), which was involved in coral thermal
acclimatisation via switching or shuffling of symbiont composition
(Lajeunesse et al., 2010; LaJeunesse et al., 2018; Manzello et al., 2018),
and improved heat tolerance of the coral host (Pettay et al., 2015;
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Fig. 6. The relative abundance and composition of core bacterial microbiome in (a) Pocillopora verrucosa and (b) Turbinaria peltata samples in the South China Sea. The pie chart on the left
shows the percentage of core microbiome in coral bacterial community composition, and pie chart on the right illustrates the composition of core bacterial microbiome in coral holobionts.
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Fig. 7. The relationship between microbial interaction network complexity and alpha diversity of Pocillopora verrucosa and Turbinaria peltata in the South China Sea. (a) The microbial in-
teraction network of P. verrucosa in biogeographical transition zone (BTZ) and tropical coral habitats (TCH). (b) The microbial interaction network of T. peltata in Dongshan Island (DS),
Daya Bay (DY) and Weizhou Island (WZ) from the high latitude coral communities (HLCC). (c) Relationship between Symbiodiniaceae Alpha diversity (Chao, Shannon and Simpson even-
ness indexes) and microbial interaction network complexity. (d) Relationship between bacterial Alpha diversity and microbial interaction network complexity.
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Table 2
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The microbial network complexity and interaction correlations of Pocillopora verrucosa and Turbinaria peltata in the South China Sea.

Host Sites Network complexity Node Edge Symbiodiniaceae-bacteria interaction Symbiodiniaceae- Bacteria-Bacterial interaction
Symbiodiniaceae interaction
Bacterial node Symbiodiniaceae node correlations Correlations Correlations

P. verrucosa B]J 3.256 90 293 18 11 25 17 251

QLY 4383 81 355 18 6 18 33 304

YX  4.508 126 568 6 4 7 21 540

DD 4939 131 647 8 7 11 22 614

YZ 2288 66 151 12 11 17 52 82

HG 4479 71 318 8 6 9 31 278

PS 3.095 74 229 19 6 22 34 173

IH 5 62 310 23 19 73 155 82

HY 5.043 92 464 46 11 127 106 231

SJ 3.212 66 212 16 13 52 96 64

HU  3.692 107 395 17 14 25 72 298

DZ 5.664 113 640 14 3 13 21 606
T. peltata DS 4469 143 639 13 12 19 57 563

DY 8.842 177 1565 10 9 14 34 1531

Wz 85 94 799 12 7 14 22 763

Silverstein et al., 2015; Boulotte et al., 2016). This result suggests that
P. verrucose holobionts have acclimated to thermal regimes by estab-
lishing symbioses with heat-tolerant Durusdinium in LLCR. Thus, distinct
thermal regimes may drive acclimatisation of P. verrucosa holobionts,
and shape geographical distribution patterns of Symbiodiniaceae.

The dominant HLCC Symbiodiniaceae communities were homoge-
neous in T. peltata. C1 was the dominant type observed among different
sampling sites in the HLCC (Fig. 3a). The results of LEfSe analysis suggest
no enriched characteristics of Symbiodiniaceae OTUs in T. peltata among
the DY, DS, and WZ. Moreover, HLCC is in a sub-tropical region of the
SCS, with lower SST and higher nutrient concentrations and turbidity
compared to BTZ and TCH (Fig. S2). Other studies have shown that C1
has a high photosynthetic efficiency and is acclimatised to environ-
ments with low SSTs and rich nitrogen-acquisition (Baker et al., 2013).
Moreover, C1 is widely distributed in the northern region of the SCS,
in Okinawa, and the Jeju Islands, which are characterised by a lower
SST and higher levels of human activity (Reimer et al., 2006; Palmas
et al, 2015; Ng and Ang, 2016; Chen et al.,, 2019a, 2019b). Thus,
T. peltata may acclimate to sub-tropical regimes by consistently estab-
lishing symbioses with C1 in the HLCC of the SCS.

Taken together, Symbiodiniaceae community dispersion of coral
holobionts correlated with latitudinal environmental regimes in the
SCS; meanwhile, coral-Symbiodiniaceae symbioses acclimatisation
was driven by SST with latitudinal gradient shift.

4.2. Bacteria microbiota of coral holobionts are associated with climatic en-
vironmental regimes in the SCS

Observed variations in the characteristics of the P. verrucosa bacterial
community structure corresponded to changes in climate zones (Figs. 1
and 4). Specifically, the bacterial community structure was homoge-
neous in TCH, which agreed with results of a reciprocal transplantation
experiment and investigation of bacterial spatial distribution reported
in previous studies (Ziegler et al., 2016; Ziegler et al., 2019). Moreover,
beneficial bacteria of Ralstonia (OTU7694 and OTU537) dominated the
microbiota (and core bacterial microbiota) of P. verrucosa in TCH, with
a relative abundance higher than that observed in BTZ (Fig. 4a and d).
Ralstonia also plays important roles in ion-coupled transport and
amino-acid metabolism in corals (Ainsworth et al., 2015). Meanwhile,
FISH analysis has shown that Ralstonia live in the endosymbiotic bacte-
rial communities of holobionts and form symbioses with
Symbiodiniaceae (Ainsworth et al.,, 2015). Thus, P. verrucosa has low
bacterial microbiota flexibility, and stable symbioses with beneficial
bacteria of Ralstonia in TCH without SST variation or high turbidity. Al-
ternatively, the bacterial community showed flexibility in BTZ with
higher turbidity and SST variation (Fig. 4). Moreover, potentially
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pathogenic Vibrio (OTU5124, 0TU9140, 0TU4782, and OTU4709) exhib-
ited higher relative abundance in P. verrucosa, and its presence may lead
to an increase in the expression of genes associated with virulent factors
in holobionts (McDevitt-Irwin et al., 2017; van Oppen and Blackall,
2019). Other studies have shown that the relative abundance of hetero-
trophic bacteria (e.g., Vibrio) increases in coral bacterial communities
facing temperature stress, seawater pollution (McDevitt-Irwin et al.,
2017; van Oppen and Blackall, 2019), or in those that are sick, or
stressed (Bourne et al., 2008; Thurber et al., 2009; Meron et al., 2011;
Lee etal., 2016). Thus, the increased relative abundance of opportunistic
and pathogenic bacteria in coral holobionts may result from the effect of
higher turbidity and SST variation.

Unexpectedly, P. verrucosa also harboured beneficial bacterium
(Endozoicomonas, Photobacterium, and Pseudoalteromonas) with high
relative abundances in the BTZ (Fig. 4). Endozoicomonas are located
deep within coral tissues (Meron et al., 2011; Webster et al., 2016;
Neave et al.,, 2017) and participate in the production of antimicrobial
compounds (Bourne et al., 2008), helping prevent mitochondrial dys-
function in corals under stress (Ding et al., 2016). Similarly, the mem-
bers of Photobacterium and Pseudoalteromonas also have antimicrobial
activity against pathogens (Ritchie, 2006; McDevitt-Irwin et al., 2017;
Kvennefors et al., 2011). This suggests that environmental regimes
with higher turbidity and SST variation may lead to increased abun-
dance of potential coral pathogens in BTZ. However, in response
P. verrucosa may acclimate to a fluctuating environment in BTZ by in-
creasing the abundance of beneficial bacteria with antimicrobial activity
against coral pathogens, and which satisfy important metabolism re-
quirements of coral holobiont (McDevitt-Irwin et al., 2017).

T. peltata bacterial communities exhibited high levels of flexibility
with notable differences among the DS, DY, and WZ (Fig. 4), while no
significant differences were observed in environmental factors among
these sites, except Chl a (Fig. S2). Furthermore, potential beneficial
(OTU537, Ralstonia) and harmful bacteria (OTU8923, Sphingomonas
sp) were enriched by T. peltata in the DS and WZ, respectively (Fig. 4e;
Ainsworth et al., 2015; Tang et al., 2019). Additionally, abundant back-
ground bacterial taxa were identified among the three sites. Taken to-
gether, these results may imply that bacteria microbiota was highly
variable and flexible in response to slight environmental variations.

Differing from Symbiodiniaceae, bacteria microbiota of coral
holobionts was associated with climatic environmental regimes in the
SCS. specifically, the P. verrucosa bacterial community exhibited high
flexibility in BTZ, yet was “inert” in TCH. Thus, P. verrucosa may accli-
mate to a fluctuating environment in BTZ by increasing the abundance
of beneficial bacterium. In addition, bacterial microbiota of T. peltata
has potential high variability and flexibility to acclimate to slight envi-
ronmental variation in HLCC.
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4.3. Core bacterial microbiota are affected by environmental regimes and
potential anthropogenic disturbances in the SCS

Core bacterial microbiomes are of high ecological and functional im-
portance in terms of holobiont fitness (Ainsworth et al., 2015; Brener-
Raffalli et al,, 2018; Hernandez-Agreda et al., 2018). However, the rela-
tive abundance of these microbiomes may be affected by distinct envi-
ronmental regimes (Hernandez-Agreda et al., 2016; Hernandez-
Agredaetal., 2017).In our study, the relative abundance of the core bac-
terial microbiome of P. verrucosa shifted from 96.5% in the TCH to 0.6% in
the BTZ, suggesting that the members of the core microbiome shift from
being predominant to rare bacterial species in the community (Fig. 6a).
A study in the Great Barrier Reef and Coral Sea discovered eight highly
persistent members of the core bacterial microbiome of Pachyseris
speciosa, the abundances of which were distinct in areas facing anthro-
pogenic stresses, such as sedimentation, runoff, and pollution that dis-
turb the natural coral habitats (Hernandez-Agreda et al., 2016). This
pattern is also present in mesophotic and shallow reefs (Hernandez-
Agreda et al., 2016). Thus, the relative abundance of members of the
core bacterial microbiome varies with environmental change
(Hernandez-Agreda et al., 2016). Furthermore, the shift from domi-
nance to rarity observed in our study may have been driven by higher
turbidity and SST variation in the BTZ. Nevertheless, rare bacterial spe-
cies are increasingly being recognised as crucial for hosts and ecosys-
tems, with a disproportionately large role in biogeochemical cycles,
and which may serve as potential drivers of microbiome function
(Pedroés-Alio, 2012; Jousset et al., 2017). Moreover, under distinct envi-
ronmental regimes, core bacterial species, such as rare members, may
participate in the background of potential Symbiodiniaceae-bacteria-
coral interactions and may provide the holobiont with access to other-
wise unavailable nutrients and metabolic pathways (Ainsworth et al.,
2015; Hernandez-Agreda et al., 2016; Hernandez-Agreda et al., 2018).

The coral holobiont core microbiome of P. verrucosa and T. peltata in-
cluded several bacteria associated with human activity and pollution,
which may indicate the spatial scale of the anthropogenic disturbance
of coral holobionts. For instance, E. coli (OTU1477) was identified in
the core bacterial microbiome of P. verrucosa, which may suggest that
human activity has affected, or disturbed, coral in the BTZ and TCH.
E. coli often reside in the gut of humans and other homeothermic ani-
mals and is a bacterial indicator associated with faeces and sewage
(Alves et al., 2014). Hence, overfishing, active aquaculture, and the dis-
charge of domestic sewage from fishing boats may account for the prev-
alence of E. coli in the SCS (Hughes et al., 2013). Furthermore, a potential
coral pathogen, Sphingomonas (OTU 8923), was found to be common
between the core bacterial microbiomes of the two endemic corals in
this study. Unidentified species of Sphingomonas led to the “white
plague” in the Florida Reef, causing infected coral show to exhibit an un-
usually rapid rate of tissue degradation (up to 2 cm per day)
(Richardson et al., 1998). In addition, several members of Sphingomonas
can degrade hydrophobic polycyclic aromatic hydrocarbons (PAHs)
(White et al., 1996). In our study, Sphingomonas was widely present
among the two endemic dominant corals, which may indicate that the
corals were affected by PAHs in the SCS across 14 degrees of latitude.
Meanwhile, previous studies have reported the detection of PAHs in
coral mucous and tissues in the Nansha Islands (54 + 9 ng/g dw),
which are far from areas of heavy human activity (White et al., 1996;
Han et al., 2020).

The core bacteria of P. verrucosa shifted in relative abundance from
dominant to rare, suggesting that changes occur in the functions of
the bacterial microbiome when coral holobionts acclimate to distinct
environmental regimes (Hernandez-Agreda et al., 2016; Hernandez-
Agreda et al., 2018). In addition, the core bacteria microbiome was
characterised as being consistently present at a large spatial scale
(Hernandez-Agreda et al., 2016; Hernandez-Agreda et al., 2017;
Hernandez-Agreda et al., 2018). Therefore, the core microbiome in-
cluded several bacteria associated with potential human activity
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(E. coli) and pollution (Sphingomonas), suggesting that potential anthro-
pogenic disturbances have affected coral habitats across 14 latitudes in
the SCS.

4.4. Microbial diversity and potential interactions may affect the health of
coral holobionts

The impact of an individual species is intimately related to those of
other species and results from a myriad of positive and negative, direct
and indirect associations among the different species that as a whole
drive ecosystem functions (Barberan et al., 2012; Wagg et al., 2019).
In our study, Cladocopium, Durusdinium, and Gerakladium were poten-
tial SBI drivers, and the number of Cladocopium sub-clades involved in
potential SBIs was higher than of other Symbiodiniaceae genera
(Figs. 7and S6b). This result may be associated with the elevated level
of functional diversity in Cladocopium (LaJeunesse et al., 2018). Indeed
many studies have demonstrated that the members of Cladocopium
are physiologically diverse with this genus accounting for the most eco-
logically abundant and broadly distributed among the Symbiodiniaceae
(Pochon et al.,, 2006; Finney et al., 2010; LaJeunesse et al., 2018).

y-proteobacteria and o-proteobacteria were involved in potential
SBIs across all coral habitats (Figs. 7 and S6a) and may play important
roles in the symbiosis between bacteria and Symbiodiniaceae. For ex-
ample, beneficial bacterium Endozoicomonas belonging to +-
proteobacteria interacts with Symbiodiniaceae (Morrow et al., 2012;
Pantos et al., 2015); while their involvement in sulphur cycling may
help coral acclimate to environmental regimes by protecting
Symbiodiniaceae from photosynthesis-derived oxidative stress (Sunda
et al., 2002; Todd et al., 2010; Raina et al., 2013). Few studies have
also reported on the potential interactions between o-proteobacteria
and Symbiodiniaceae in coral holobionts. For instance, «-
proteobacteria associated with dinoflagellates contain more gene trans-
fer components (GTAs) than other proteobacteria, which may facilitate
rapid evolution of surrounding microbiome strains (McDaniel et al.,
2010; Webster and Reusch, 2017). Thus, we suggest that potential
SBIs were primarily driven by Cladocopium, y-proteobacteria, and o-
proteobacteria and that potential SBIs are closely related to acclimatisa-
tion, health, and microbiome dynamics of coral holobionts.

Additionally, a positive correlation was observed between bacterial o
diversity and microbial network complexity in the SCS (Fig. 7d). Mean-
while, increased bacterial diversity reduces the stability of the
microbiome (McDevitt-Irwin et al., 2017; Zaneveld et al,, 2017; van
Oppen and Blackall, 2019), and stressors increase coral microbiome o di-
versity (McDevitt-Irwin et al., 2017). The coral holobiont microbiome is
an open system (McDevitt-Irwin et al., 2017) that differs from that of
the human gut (Lozupone et al., 2012). An increase in bacterial o diversity
may indicate that the ability to regulate, or exclude, invasive microbial
taxa is reduced, while opportunistic pathogenic bacteria from the sur-
rounding environment contribute to this increase in microbial diversity
(McDevitt-Irwin et al., 2017). Many previous studies have shown that
corals have higher levels of bacterial o diversity in conditions with a
lower pH (Meron et al,, 2011), overfishing (Jessen et al., 2013), eutrophi-
cation treatments (Jessen et al., 2013), and algal contact (Pratte et al.,
2018). In our study, elevated levels of bacterial diversity were closely as-
sociated with high levels of microbial network complexity, which may
also indicate a decrease in coral microbial community stability. The high
level of microbial network complexity corresponded to stronger interde-
pendence among microorganisms, which may result in a reduced ability
to resist disturbances to the microbial community (Barabasi and Oltvai,
2004; Wang et al., 2014; Wang et al., 2016). Further, when a key microbial
member disappears due to environmental stress, other related microor-
ganisms may also lose their viability. Thus, our findings support those of
previous studies suggesting that the increase in bacterial o diversity and
microbiome complexity in coral holobionts may lead to declining stability
of coral-microorganism symbioses.
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Unlike that in bacterial o diversity, the increase in Symbiodiniaceae o
diversity was associated with decreased microbiome complexity in coral
holobionts (Fig. 7c), which may be associated with the rare
Symbiodiniaceae biosphere (Boulotte et al., 2016; Ziegler et al., 2018).
Moreover, a high level of host specificity is observed in the dominant
Symbiodiniaceae community due to long-term co-evolution between
coral and Symbiodiniaceae (Stat et al., 2006; Thornhill et al., 2006;
Hume et al,, 2015). Symbiodiniaceae communities are dominated by
one to three sub-clades (Lajeunesse et al., 2010; Ziegler et al., 2017),
with shuffling and switching events found to be rare during a short time
frame (Boulotte et al., 2016). Although rare Symbiodiniaceae only account
for <1-5% of the total symbiont community, they contribute to an in-
creased level of diversity (Boulotte et al., 2016). In fact, robustness analy-
ses have revealed that rare Symbiodiniaceae taxa contribute to host-
symbiont community stability (Ziegler et al., 2018), and rare symbionts
may improve the environmental resilience of the coral holobiont
(Fabina et al., 2013; Boulotte et al., 2016; Ziegler et al., 2018). Therefore,
we suggest that rare Symbiodiniaceae play an important role in maintain-
ing the microbiome stability of coral holobionts by decreasing the level of
microbial network complexity and improving the holobiont acclimatisa-
tion potential in distinct environmental regimes.

Cladocopium, ~y-proteobacteria, and o-proteobacteria may have
served as the key drivers in the potential SBIs of two endemic coral
holobionts in the SCS. The diversity of Symbiodiniaceae and bacteria
may directly correlate with the microbiome stability, coral holobiont
health, and acclimatisation potential by affecting potential interaction
network complexity.

5. Conclusions

Our study reveals distinctive characteristics of microbiome acclima-
tisation for two endemic coral species in the SCS. The Symbiodiniaceae
community structure of tropical dominant P. verrucosa was linked to lat-
itudinal environmental regimes in the SCS; meanwhile, the acclimatisa-
tion of coral-Symbiodiniaceae symbioses was primarily driven by SST
with latitudinal gradient shifts. However, bacteria communities showed
high flexibility in BTZ, which may be associated with high turbidity and
SST variation. For sub-tropical dominant T. peltata the Symbiodiniaceae
and bacteria community showed high stability and flexibility, respec-
tively, which may imply that bacteria have higher plasticity than
Symbiodiniaceae in the environmental regime with low SST, high tur-
bidity and nutrition concentrations in HLCC. In addition, the relative
abundance of the core bacterial microbiome of P. verrucosa shifted
from dominant in TCH to rare in BTZ, suggesting that the functions of
the core microbiome changed in distinct environmental regimes. Fur-
thermore, bacterial taxa associated with anthropogenic activity (E. coli
and Sphingomonas) were identified in the core microbiomes, which
may indicate that large-scale potential anthropogenic activity, or distur-
bances, have affected coral habitats in the SCS. There were also close as-
sociations observed between microbiome o« diversity and co-
occurrence network complexity. Hence, increased bacterial o diversity
may lead to a decline in the stability of coral-microorganism symbioses,
while rare Symbiodiniaceae species may contribute to the retention of
these symbioses. Moreover, Cladocopium, 'y-proteobacteria, and -
proteobacteria may have served as the key drivers in the potential
SBIs in the SCS. Our study highlights the association between
microbiome shifts in distinct environmental regimes and holobiont ac-
climatisation, which provides insights into the impact elicited by SBIs
on holobiont health and acclimatisation during climate change.

Supplementary data to this article can be found online at https://doi.
org/10.1016/j.scitotenv.2020.142690.

Funding

This work was supported by the National Natural Science Founda-
tion of China [Nos. 42030502 and 91428203]; the Guangxi Scientific

16

Science of the Total Environment 765 (2021) 142690

Projects [Nos. AD17129063 and AA17204074]; the BaGui Scholars Pro-
gram Foundation [No. 2014BGXZGX03]; and the Innovation Project of
Guangxi Graduate Education [No. YCBZ2018006].

CRediT authorship contribution statement

Biao Chen: Conceptualization, Methodology, Resources, Data
curation, Visualization, Validation, Writing - original draft. Kefu Yu:
Conceptualization, Resources, Methodology, Validation, Writing - re-
view & editing, Project administration, Funding acquisition. Zhiheng
Liao: Software, Formal analysis, Visualization, Writing - review &
editing. Xiaopeng Yu: Software, Formal analysis, Visualization, Writing
- review & editing. Zhenjun Qin: Software, Formal analysis, Visualiza-
tion, Writing - review & editing. Jiayuan Liang: Project administration,
Resources, Investigation, Writing - review & editing. Guanghua Wang:
Resources, Investigation, Writing - review & editing. Qian Wu: Re-
sources, Investigation, Writing - review & editing. Leilei Jiang: Investi-
gation, Writing - review & editing.

Declaration of competing interest
The authors declare that they have no competing interests.
Acknowledgements

We thank Zhixian Li for improving the quality of the English writing.
n

References

Ainsworth, T.D., Krause, L., Bridge, T., Torda, G., Raina, ].B., Zakrzewski, M., Gates, R.D.,
Padilla-Gamino, J.L., Spalding, H.L,, Smith, C., Woolsey, E.S., Bourne, D.G., Bongaerts,
P., Hoegh-Guldberg, O., Leggat, W., 2015. The coral core microbiome identifies rare
bacterial taxa as ubiquitous endosymbionts. ISME J. 9, 2261-2274. https://doi.org/
10.1038/isme;j.2015.39.

Alves, M.S,, Pereira, A., Aratijo, S.M., Castro, B.B., Henriques, I, 2014. Seawater is a reservoir
of multi-resistant Escherichia coli, including strains hosting plasmid-mediated quino-
lones resistance and extended-spectrum beta-lactamases genes. Front. Microbiol. 5,
426. https://doi.org/10.3389/fmich.2014.00426.

Arif, C, Daniels, C., Bayer, T., Banguera-Hinestroza, E., Barbrook, A., Howe, CJ., LaJeunesse,
T.C,, Voolstra, CR., 2014. Assessing Symbiodinium diversity in scleractinian corals via
next-generation sequencing-based genotyping of the ITS2 rDNA region. Mol. Ecol. 23,
4418-4433. https://doi.org/10.1111/mec.128609.

Baker, A.C,, Starger, CJ., Mcclanahan, TR., Glynn, P.W., 2004. Coral reefs: corals' adaptive
response to climate change. Nature 430, 741. https://doi.org/10.1038/430741a.
Baker, D.M., Andras, ].P., Jordangarza, A.G., Fogel, M.L,, 2013. Nitrate competition in a coral
symbiosis varies with temperature among Symbiodinium clades. ISME J. 7, 1248.

https://doi.org/10.1038/isme;j.2013.12.

Barabasi, AL, Oltvai, Z.N., 2004. Network biology: understanding the cell's functional or-
ganization. Nat. Rev. Genet. 5, 101-113. https://doi.org/10.1038/nrg1272.

Barberan, A., Bates, S.T., Casamayor, E.O., Fierer, N., 2012. Using network analysis to ex-
plore co-occurrence patterns in soil microbial communities. ISME ]. 6, 343-351.
https://doi.org/10.1038/isme;j.2011.119.

Beger, M., Sommer, B., Harrison, P.L., Smith, S.D.A., Pandolfi, ].M., 2014. Conserving poten-
tial coral reef refuges at high latitudes. Divers. Distrib. 20, 245-257. https://doi.org/
10.1111/ddi.12140.

Benjamini, Y., Hochberg, Y., 1995. Controlling the fals ediscovery rate:a practical and pow-
erful approach to multiple testing. J. R. Stat. Soc. Ser. B Methodol. 57, 289-300.
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x.

Blackall, L.L., Wilson, B., van Oppen, M.J.H., 2015. Coral-the world's most diverse symbiotic
ecosystem. Mol. Ecol. 24, 5330-5347. https://doi.org/10.1111/mec.13400.

Bolyen, E., Rideout, J.R,, Dillon, M.R., Bokulich, N.A., Caporaso, ].G., 2019. Author correction:
reproducible, interactive, scalable and extensible microbiome data science using
QIIME 2. Nat. Biotechnol. 37, 852-857. https://doi.org/10.1038/s41587-019-0252-6.

Booth, DJ., Figueira, W.F., Gregson, M.A., Brown, L., Beretta, G., 2007. Occurrence of trop-
ical fishes in temperate southeastern Australia: role of the east Australian current. Es-
tuarine Coastal and Shelf ence 72, 102-114.

Boucot, AJ., 1985. The complexity and stability of ecosystems. Nature 315, 635-636.
https://doi.org/10.1038/315635¢0.

Boulotte, N.M., Dalton, S.J., Carroll, A.G., Harrison, P.L., Putnam, H.M., Peplow, L.M., van
Oppen, M., 2016. Exploring the Symbiodinium rare biosphere provides evidence
for symbiont switching in reef-building corals. ISME ]. 10, 2693-2701. https://doi.
org/10.1038/ismej.2016.54.

Bourne, D, lida, Y., Uthicke, S., Smith-Keune, C., 2008. Changes in coral-associated micro-
bial communities during a bleaching event. ISME ] 2, 350-363. https://doi.org/
10.1038/ismej.2007.112.


https://doi.org/10.1016/j.scitotenv.2020.142690
https://doi.org/10.1016/j.scitotenv.2020.142690
https://doi.org/10.1038/ismej.2015.39
https://doi.org/10.1038/ismej.2015.39
https://doi.org/10.3389/fmicb.2014.00426
https://doi.org/10.1111/mec.12869
https://doi.org/10.1038/430741a
https://doi.org/10.1038/ismej.2013.12
https://doi.org/10.1038/nrg1272
https://doi.org/10.1038/ismej.2011.119
https://doi.org/10.1111/ddi.12140
https://doi.org/10.1111/ddi.12140
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.1111/mec.13400
https://doi.org/10.1038/s41587-019-0252-6
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0060
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0060
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0060
https://doi.org/10.1038/315635c0
https://doi.org/10.1038/ismej.2016.54
https://doi.org/10.1038/ismej.2016.54
https://doi.org/10.1038/ismej.2007.112
https://doi.org/10.1038/ismej.2007.112

B. Chen, K. Yu, Z. Liao et al.

Brener-Raffalli, K., Clerissi, C., Vidal-Dupiol, J., Adjeroud, M., Bonhomme, F., Pratlong, M.,
Aurelle, D., Mitta, G., Toulza, E., 2018. Thermal regime and host clade, rather than ge-
ography, drive Symbiodinium and bacterial assemblages in the scleractinian coral
Pocillopora damicornis sensu lato. Microbiome 6. https://doi.org/10.1186/s40168-
018-0423-6.

Brown, M.B., 1975. 400: a method for combining non-independent, one-sided tests of sig-
nificance. Biometrics, 987-992 https://doi.org/10.2307/2529826.

Bruno, J.F, Selig, E.R., 2007. Regional decline of coral cover in the Indo-Pacific: timing, ex-
tent, and subregional comparisons. PLoS One 2, e711. https://doi.org/10.1371/jour-
nal.pone.0000711.

Ceh, ], Kilburn, M.R,, Cliff, ].B., Raina, J.B., Van Keulen, M., Bourne, D.G., 2013. Nutrient cy-
cling in early coral life stages: Pocillopora damicornis larvae provide their algal sym-
biont (Symbiodinium) with nitrogen acquired from bacterial associates. Ecol. Evol 3.
https://doi.org/10.1002/ece3.642.

Chen, T, Yu, K, Shi, Q. Li, S., Price, GJ., Wang, R., Zhao, M., CHen, T., Zhao, J., 2009. Twenty-
five years of change in scleractinian coral communities of Daya bay (northern South
China Sea) and its response to the 2008 AD extreme cold climate event. Sci. Bull. 54,
2107-2117. https://doi.org/10.1007/5s11434-009-0007-8.

Chen, X, Yu, K., Huang, X., Wang, Y., Liao, Z., Zhang, R, Yao, Q., Wang, ]., Wang, W., Tao, S.,
Zhang, H., 2019a. Atmospheric nitrogen deposition increases the possibility of
macroalgal dominance on remote coral reefs. . Geophys. Res. Biogeosci. https://doi.
org/10.1029/2019JG005074.

Chen, B, Yu, K, Liang, ., Huang, W., Wang, G., Su, H., Qin, Z, Huang, X,, Pan, Z., Luo, W.,
Luo, Y., Wang, Y., 2019b. Latitudinal variation in the molecular diversity and commu-
nity composition of Symbiodiniaceae in coral from the South China Sea. Front.
Microbiol. 10. https://doi.org/10.3389/fmicb.2019.01278.

Chen, B, Yu, K, Qin, Z, Liang, J., Wang, G., Huang, X., Wu, Q,, Jiang, L., 2020. Dispersal, ge-
netic variation, and symbiont interaction network of heat-tolerant endosymbiont
Durusdinium trenchii: insights into the adaptive potential of coral to climate change.
Sci. Total Environ. 723, 138026. https://doi.org/10.1016/j.scitotenv.2020.138026.

Coleman, AW., Arturo, S., Goff, LJ., 2010. Molecular delineation of species and syngens in
Volvocacean green algae (Chlorophyta). J. Phycol. 30, 80-90. https://doi.org/10.1111/
j.0022-3646.1994.00080.x.

Ding, J.Y., Jia-Ho, S., Chen, W.M,, Yin-Ru, C,, Tang, S.L., 2016. Genomic insight into the
host-Endosymbiont relationship of Endozoicomonas montiporae CL-33T with its
coral host. Front. Microbiol. 7. https://doi.org/10.3389/fmicbh.2016.00251.

English, S., Wilkinson, C., Baker, V., 1997. Survey Manual for Tropical Marine Resources.
Australian Institute of Marine Science, Townsville, Qld.

Fabina, N.S., Putnam, H.M,, Franklin, E.C,, Stat, M., Gates, R.D., 2013. Symbiotic specificity,
association patterns, and function determine community responses to global
changes: defining critical research areas for coral-Symbiodinium symbioses. Glob.
Chang. Biol. 19, 3306-3316. https://doi.org/10.1111/gcb.12320.

Fabricius, K.E., Mieog, ].C., Colin, P.L,, Idip, D., Oppen, MJ.H.V,, 2004. Identity and diversity
of coral endosymbionts (zooxanthellae) from three Palauan reefs with contrasting
bleaching, temperature and shading histories. Mol. Ecol. 13, 2445-2458. https://doi.
org/10.1111/j.1365-294x.2004.02230.x.

Faust, K., Sathirapongsasuti, J.F,, Izard, J., Segata, N., Gevers, D., Raes, ., Huttenhower, C.,
2012. Microbial co-occurrence relationships in the human microbiome. PLoS Comput.
Biol. 8, e1002606. https://doi.org/10.1371/journal.pcbi.1002606.

Figueira, W.E,, Booth, D.J., 2010. Increasing ocean temperatures allow tropical fishes to
survive overwinter in temperate waters. Glob. Chang. Biol. 16, 506-516. https://doi.
org/10.1111/5.1365-2486.2009.01934.x.

Finney, J.C,, Pettay, D.T., Sampayo, E.M., Warner, M.E., Oxenford, H.A., LaJeunesse, T.C.,
2010. The relative significance of host-habitat, depth, and geography on the ecology,
endemism, and speciation of coral endosymbionts in the genus Symbiodinium.
Microb. Ecol. 60, 250-263. https://doi.org/10.1007/s00248-010-9681-y.

Flot, ]., Tillier, S., 2007. The mitochondrial genome of Pocillopora (Cnidaria: Scleractinia)
contains two variable regions: the putative D-loop and a novel ORF of unknown func-
tion. Gene 401, 80-87. https://doi.org/10.1016/j.gene.2007.07.006.

Gaither, MR, Szabé, Z., Crepeau, M.W., Bird, C.E., Toonen, RJ., 2011. Preservation of corals
in salt-saturated DMSO buffer is superior to ethanol for PCR experiments. Coral Reefs
30, 329-333. https://doi.org/10.1007/s00338-010-0687-1.

Gardner, T.A,, Coté, LM, Gill, J.A,, Grant, A, Watkinson, A.R., 2003. Long-term region-wide
declines in Caribbean corals. Science 301, 958-960. https://doi.org/10.1126/
science.1086050.

Han, M., Zhang, R, Yu, K,, Li, A, Wang, Y., Huang, X., 2020. Polycyclic aromatic hydrocar-
bons (PAHSs) in corals of the South China Sea: occurrence, distribution, bioaccumula-
tion, and considerable role of coral mucus. J. Hazard. Mater. 384, 121299. https://doi.
org/10.1016/jjhazmat.2019.121299.

Harrell, F.E.J., 2008. Hmisc: harrell miscellaneous. R Package Version. 3, 4.

Hernandez-Agreda, A., Leggat, W., Bongaerts, P., Ainsworth, T.D., 2016. The microbial sig-
nature provides insight into the mechanistic basis of coral success across reef habi-
tats. mBio 7. https://doi.org/10.1128/mBi0.00560-16 e00560-16.

Hernandez-Agreda, A., Gates, R.D., Ainsworth, T.D., 2017. Defining the core microbiome in
corals’ microbial soup. Trends Microbiol. 25, 125-140. https://doi.org/10.1016/j.
tim.2016.11.003.

Hernandez-Agreda, A., Leggat, W., Bongaerts, P., Herrera, C., Ainsworth, T.D., 2018. Re-
thinking the coral microbiome: simplicity exists within a diverse microbial biosphere.
mBio 9. https://doi.org/10.1128/mBi0.00812-18 e00812-18.

Huang, W, Li, M., Yu, K, Wang, Y., Li, ], Liang, ]., Luo, Y., Huang, X., Qin, Z., Wang, G., Su, H.,
Wei, F., 2018. Genetic diversity and large-scale connectivity of the scleractinian coral
Porites lutea in the South China Sea. Coral Reefs https://doi.org/10.1007/s00338-018-
1724-8.

Hughes, T.P., Huang, H., Young, M.A.L,, 2013. The wicked problem of China’s
disappearing coral reefs. Conserv. Biol. 27, 261-269. https://doi.org/10.1111/
j-1523-1739.2012.01957.x.

17

Science of the Total Environment 765 (2021) 142690

Hughes, T.P., Barnes, M.L.,, Bellwood, D.R., Cinner, J.E., Cumming, G.S., Jackson, ].B.C.,
Kleypas, J., van de Leemput, [.A., Lough, J.M., Morrison, T.H., Palumbi, S.R., van Nes,
E.H., Scheffer, M., 2017. Coral reefs in the Anthropocene. Nature 546, 82-90.
https://doi.org/10.1038/nature22901.

Hughes, T.P., Anderson, K.D., Connolly, S.R.,, Heron, S.F., Kerry, ].T., Lough, ].M., Baird, AH.,
Baum, ].K., Berumen, M.L., Bridge, T.C., 2018. Spatial and temporal patterns of mass
bleaching of corals in the Anthropocene. Science 359, 80-83. https://doi.org/
10.1126/science.aan8048.

Hume, B.C.C., D'Angelo, C., Smith, E.G., Stevens, J.R., Burt, J., Wiedenmann, J., 2015.
Symbiodinium thermophilum sp. nov., a thermotolerant symbiotic alga prevalent in
corals of the world's hottest sea, the Persian/Arabian Gulf. Sci. Rep.-UK 5. https://
doi.org/10.1038/srep08562.

Jessen, C,, Villa, L., Bayer, T., Roder, C., Aranda, M., Wild, C., Voolstra, C.R., 2013. In-situ ef-
fects of eutrophication and overfishing on physiology and bacterial diversity of the
red sea coral Acropora hemprichii. PLoS One 8, e62091. https://doi.org/10.1371/jour-
nal.pone.0062091.

Jousset, A., Bienhold, C., Chatzinotas, A., Gallien, L., Gobet, A., Kurm, V., Kusel, K, Rillig,
M.C,, Rivett, D.W., Salles, J.F., van der Heijden, M.G., Youssef, N.H., Zhang, X., Wei, Z.,
Hol, W.H., 2017. Where less may be more: how the rare biosphere pulls ecosystems
strings. ISME J. 11, 853-862. https://doi.org/10.1038/ismej.2016.174.

Kennedy, E.V., Tonk, L., Foster, N.L., Chollett, I, Ortiz, J.C,, Dove, S., Hoegh-Guldberg, O.,
Mumby, PJ., Stevens, J.R., 2016. Symbiodinium biogeography tracks environmental
patterns rather than host genetics in a key Caribbean reef-builder, Orbicella annularis.
P. Roy. Soc. B-Biol. 283. https://doi.org/10.1098/rspb.2016.1938.

Kvennefors, E.C.E., Sampayo, E., Kerr, C,, Vieira, G., Roff, G., Barnes, A.C., 2011. Regulation of
bacterial communities through antimicrobial activity by the coral holobiont. Microb.
Ecol. 63, 605-618. https://doi.org/10.1007/s00248-011-9946-0.

Lajeunesse, T.C., Trench, R.K., 2000. Biogeography of two species of Symbiodinium
(Freudenthal) inhabiting the intertidal sea anemone Anthopleura elegantissima
(Brandt). Biol. Bull.-US 199, 126-134. https://doi.org/10.2307/1542872.

Lajeunesse, T.C., Pettay, D.T., Sampayo, E.M., Phongsuwan, N., Brown, B., Obura, D.O.,
Hoegh Guldberg, O., and Fitt, W.K. (2010). Long-standing environmental conditions,
geographic isolation and host-symbiont specificity influence the relative ecological
dominance and genetic diversification of coral endosymbionts in the genus
Symbiodinium. J. Biogeogr. 37, 785-800. d0i:0.1111/§.1365-2699.2010.02273 .

LaJeunesse, T.C., Parkinson, J.E., Gabrielson, P.W., Jeong, HJ., Reimer, ].D., Voolstra, C.R.,
Santos, S.R., 2018. Systematic revision of Symbiodiniaceae highlights the antiquity
and diversity of coral endosymbionts. Curr. Biol. 28. https://doi.org/10.1016/j.
cub.2018.07.008 (2570-2580.6).

Langille, M.G I, Zaneveld, ]., Caporaso, ].G., McDonald, D., Knights, D., Reyes, J.A., Clemente,
J.C., Burkepile, D.E., Vega Thurber, R.L., Knight, R., Beiko, R.G., Huttenhower, C., 2013.
Predictive functional profiling of microbial communities using 16S rRNA marker gene
sequences. Nat. Biotechnol. 31, 814-821. https://doi.org/10.1038/nbt.2676.

Lee, M., Jeong, H]., Jang, S.H,, Lee, S.Y., Kang, N.S., Lee, K.H., Kim, H.S., Wham, D.C.,
Lajeunesse, T.C., 2016. Most low-abundance “background” Symbiodinium spp. Are
transitory and have minimal functional significance for symbiotic corals. Microb.
Ecol. 71, 771-783. https://doi.org/10.1007/s00248-015-0724-2.

Lesser, Michael, P., Mazel, Charles, H., Corbunov, Maxim, Y., and Falkowski (2004). Discov-
ery of symbiotic nitrogen-fixing cyanobacteria in corals. Science. 305, 997-1000. doi:
https://doi.org/10.1126/science.1099128.

Liang, J., Yu, K,, Wang, Y., Huang, X, Huang, W., Qin, Z., Pan, Z,, Yao, Q., Wang, W., Wu, Z.,
2017. Distinct bacterial communities associated with massive and branching
Scleractinian corals and potential linkages to coral susceptibility to thermal or cold
stress. Front. Microbiol. 8. https://doi.org/10.3389/fmicb.2017.00979.

Lozupone, C.A,, Stombaugh, ].I, Gordon, J.I,, Jansson, ].K., Knight, R., 2012. Diversity, stabil-
ity and resilience of the human gut microbiota. Nature 489, 220-230. https://doi.org/
10.1038/nature11550.

Manzello, D.P., Matz, M.V., Enochs, I.C,, Valentino, L., Carlton, R.D., Kolodziej, G., Serrano,
X., Towle, EK, Jankulak, M., 2018. Role of host genetics and heat tolerant algal sym-
bionts in sustaining populations of the endangered coral Orbicella faveolata in the
Florida Keys with ocean warming. Glob. Chang. Biol. 25, 1016-1031. https://doi.org/
10.1111/gcb.14545.

McDaniel, L.D., Young, E., Delaney, J., Ruhnau, F,, Ritchie, K.B., Paul, J.H., 2010. High fre-
quency of horizontal gene transfer in the oceans. Science. 330, 50. https://doi.org/
10.1126/science.1192243.

McDevitt-Irwin, .M., Baum, ] K., Garren, M., Vega Thurber, R.L., 2017. Responses of coral-
associated bacterial communities to local and global stressors. Front. Marine Sci., 4
https://doi.org/10.3389/fmars.2017.00262.

Meron, D., Atias, E., lasur Kruh, L., Elifantz, H., Minz, D., Fine, M., Banin, E., 2011. The im-
pact of reduced pH on the microbial community of the coral Acropora eurystoma.
ISME J. 5, 51-60. https://doi.org/10.1038/ismej.2010.102.

Morrow, K.M., Moss, A.G., Chadwick, N.E., Liles, M.R., 2012. Bacterial Associates of two Ca-
ribbean coral species reveal species-specific distribution and geographic variability.
Appl. Environ. Microbiol. 78, 6438-6449. https://doi.org/10.1128/aem.01162-12.

Morrow, K.M., Bourne, D.G., Humphrey, C., Botté, E.S., Laffy, P., Zaneveld, ]J., Uthicke, S.,
Fabricius, K.E., Webster, N.S., 2014. Natural volcanic CO, seeps reveal future trajecto-
ries for host-microbial associations in corals and sponges. ISME ]. 9, 894-908. https://
doi.org/10.1038/ismej.2014.188.

Neave, MJ., Rachmawati, R., Xun, L., Michell, C.T., Bourne, D.G., Apprill, A., Voolstra, CR.,
2017. Differential specificity between closely related corals and abundant
Endozoicomonas endosymbionts across global scales. ISME J. 11, 186-200. https://
doi.org/10.1038/isme;j.2016.95.

Ng, T.Y., Ang, P., 2016. Low symbiont diversity as a potential adaptive strategy in a mar-
ginal non-reefal environment: a case study of corals in Hong Kong. Coral Reefs 35,
941-957. https://doi.org/10.1007/s00338-016-1458-4.


https://doi.org/10.1186/s40168-018-0423-6
https://doi.org/10.1186/s40168-018-0423-6
https://doi.org/10.2307/2529826
https://doi.org/10.1371/journal.pone.0000711
https://doi.org/10.1371/journal.pone.0000711
https://doi.org/10.1002/ece3.642
https://doi.org/10.1007/s11434-009-0007-8
https://doi.org/10.1029/2019JG005074
https://doi.org/10.1029/2019JG005074
https://doi.org/10.3389/fmicb.2019.01278
https://doi.org/10.1016/j.scitotenv.2020.138026
https://doi.org/10.1111/j.0022-3646.1994.00080.x
https://doi.org/10.1111/j.0022-3646.1994.00080.x
https://doi.org/10.3389/fmicb.2016.00251
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0130
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0130
https://doi.org/10.1111/gcb.12320
https://doi.org/10.1111/j.1365-294x.2004.02230.x
https://doi.org/10.1111/j.1365-294x.2004.02230.x
https://doi.org/10.1371/journal.pcbi.1002606
https://doi.org/10.1111/j.1365-2486.2009.01934.x
https://doi.org/10.1111/j.1365-2486.2009.01934.x
https://doi.org/10.1007/s00248-010-9681-y
https://doi.org/10.1016/j.gene.2007.07.006
https://doi.org/10.1007/s00338-010-0687-1
https://doi.org/10.1126/science.1086050
https://doi.org/10.1126/science.1086050
https://doi.org/10.1016/j.jhazmat.2019.121299
https://doi.org/10.1016/j.jhazmat.2019.121299
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0180
https://doi.org/10.1128/mBio.00560-16
https://doi.org/10.1016/j.tim.2016.11.003
https://doi.org/10.1016/j.tim.2016.11.003
https://doi.org/10.1128/mBio.00812-18
https://doi.org/10.1007/s00338-018-1724-8
https://doi.org/10.1007/s00338-018-1724-8
https://doi.org/10.1111/j.1523-1739.2012.01957.x
https://doi.org/10.1111/j.1523-1739.2012.01957.x
https://doi.org/10.1038/nature22901
https://doi.org/10.1126/science.aan8048
https://doi.org/10.1126/science.aan8048
https://doi.org/10.1038/srep08562
https://doi.org/10.1038/srep08562
https://doi.org/10.1371/journal.pone.0062091
https://doi.org/10.1371/journal.pone.0062091
https://doi.org/10.1038/ismej.2016.174
https://doi.org/10.1098/rspb.2016.1938
https://doi.org/10.1007/s00248-011-9946-0
https://doi.org/10.2307/1542872
https://doi.org/10.1016/j.cub.2018.07.008
https://doi.org/10.1016/j.cub.2018.07.008
https://doi.org/10.1038/nbt.2676
https://doi.org/10.1007/s00248-015-0724-2
https://doi.org/10.1126/science.1099128
https://doi.org/10.3389/fmicb.2017.00979
https://doi.org/10.1038/nature11550
https://doi.org/10.1038/nature11550
https://doi.org/10.1111/gcb.14545
https://doi.org/10.1111/gcb.14545
https://doi.org/10.1126/science.1192243
https://doi.org/10.1126/science.1192243
https://doi.org/10.3389/fmars.2017.00262
https://doi.org/10.1038/ismej.2010.102
https://doi.org/10.1128/aem.01162-12
https://doi.org/10.1038/ismej.2014.188
https://doi.org/10.1038/ismej.2014.188
https://doi.org/10.1038/ismej.2016.95
https://doi.org/10.1038/ismej.2016.95
https://doi.org/10.1007/s00338-016-1458-4

B. Chen, K. Yu, Z. Liao et al.

Oksanen, J., Blanchet, F.G., Kindt, R., Legendre, P., Minchin, P.R., O’'Hara, R,, Simpson, G.L,
Solymos, P., Stevens, M., Wagner, H., 2015. Vegan: community ecology package. R
Package version 2.3-0..

Osman, E.O,, Suggett, DJ., Voolstra, CR, Pettay, D.T., Clark, D.R, Pogoreutz, C., Sampayo, EM,,
Warner, M.E., Smith, D.J., 2020. Coral microbiome composition along the northern Red
Sea suggests high plasticity of bacterial and specificity of endosymbiotic dinoflagellate
communities. Microbiome, 8 https://doi.org/10.1186/s40168-019-0776-5.

Palmas, S.D., Denis, V., Ribas-Deulofeu, L., Loubeyres, M., Woo, S., Hwang, S.J., Song, ].I.,
Chen, C.A., 2015. Symbiodinium spp. associated with high-latitude scleractinian
corals from Jeju Island, South Korea. Coral Reefs 34, 919-925. https://doi.org/
10.1007/s00338-015-1286-y.

Pantos, O., Bongaerts, P., Dennis, P.G., Tyson, G.W., Hoegh-Guldberg, O., 2015. Habitat-
specific environmental conditions primarily control the microbiomes of the coral
Seriatopora hystrix. ISME J. https://doi.org/10.1038/ismej.2015.3.

Pedrds-Ali6, C., 2012. The rare bacterial biosphere. Annu. Rev. Mar. Sci. 4, 449-466.
https://doi.org/10.1146/annurev-marine-120710-100948.

Pettay, D.T., Wham, D.C,, Smith, R.T., Iglesias-Prieto, R., LaJeunesse, T.C., 2015. Microbial in-
vasion of the Caribbean by an Indo-Pacific coral zooxanthella. P. Natl. Acad. USA. 112,
7513-7518. https://doi.org/10.1073/pnas.1502283112.

Pochon, X., Montoyaburgos, ].I., Stadelmann, B., Pawlowski, J., 2006. Molecular phy-
logeny, evolutionary rates, and divergence timing of the symbiotic dinoflagellate
genus Symbiodinium. Mol. Phylogenet. Ecol. 38, 20-30. https://doi.org/10.1016/j.
ympev.2005.04.028.

Pratte, Z.A., Longo, G.0., Burns, A.S., Hay, M.E,, Stewart, FJ., 2018. Contact with turf algae
alters the coral microbiome: contact versus systemic impacts. Coral Reefs 37, 1-13.
https://doi.org/10.1007/s00338-017-1615-4.

Price, N.N., Muko, S., Legendre, L., Steneck, R., van Oppen, M., Albright, R., Ang Jr., P.,
Carpenter, R.C,, Chui, A., Fan, T.Y., Gates, R.D., Harii, S., Kitano, H., Kurihara, H.,
Mitarai, S., Padilla-Gamifio, J.L., Sakai, K., Suzuki, G., Edmunds, P.J., 2019. Global bioge-
ography of coral recruitment: tropical decline and subtropical increase. Mar. Ecol.
Prog. Ser. 621, 1-17. https://doi.org/10.3354/meps12980.

Qin, Z, Yu, K., Chen, B,, Wang, Y., Liang, J., Luo, W., Xu, L., Huang, X., 2019a. Diversity of
Symbiodiniaceae in 15 coral species from the southern South China Sea: potential re-
lationship with coral thermal adaptability. Front. Microbiol. 10. https://doi.org/
10.3389/fmich.2019.02343.

Qin, Z, Yu, K, Wang, Y., Xu, L, Huang, X,, Chen, B,, Li, Y., Wang, W., Pan, Z., 2019b. Spatial
and Intergeneric variation in physiological indicators of corals in the South China Sea:
insights into their current state and their adaptability to environmental stress. ]
Geophys Res-Oceans. 124, 3317-3332. https://doi.org/10.1029/2018JC014648.

Raina, ].B., Tapiolas, D.M,, Forét, S., Lutz, A., Abrego, D., Ceh, ]., Seneca, F.0.0., Clode, P.L.,
Bourne, D.G., Willis, B.L., 2013. DMSP biosynthesis by an animal and its role in coral
thermal stress response. Nature. 502, 677-680. https://doi.org/10.1038/nature12677.

Reimer, ].D., Takishita, K., Maruyama, T., 2006. Molecular identification of symbiotic dino-
flagellates (Symbiodinium spp.) from Palythoa spp. (Anthozoa: Hexacorallia) in Japan.
Coral Reefs 25, 521-527. https://doi.org/10.1007/s00338-006-0151-4.

Reimer, ].D., Herrera, M., Gatins, R., Roberts, M.B., Parkinson, J.E., Berumen, M.L,, 2017. Lat-
itudinal variation in the symbiotic dinoflagellate Symbiodinium of the common reef
zoantharian Palythoa tuberculosa on the Saudi Arabian coast of the Red Sea.
J. Biogeogr. 44, 661-673. https://doi.org/10.1111/jbi.12795.

Richardson, L.L,, Goldberg, W.M., Kuta, K.G., Aronson, R.B., Smith, G.W., Ritchie, K.B., Halas,
J.C., Feingold, J.S., Miller, S.L., 1998. Florida's mystery coral-killer identified. Nature
392, 557-558. https://doi.org/10.1038/33302.

Ritchie, K.B., 2006. Regulation of microbial populations by coral surface mucus and
mucus-associated bacteria. Mar. Ecol. Prog. Ser. 322, 1-14. https://doi.org/10.3354/
meps322001.

Rypien, KL, Ward, J.R,, Azam, F., 2010. Antagonistic interactions among coral-associated
bacteria. Environ. Microbiol. 12, 28-39. https://doi.org/10.1111/j.1462-
2920.2009.02027.x.

Sawall, Y., Al-Sofyani, A, Hohn, S., Banguera-Hinestroza, E., Voolstra, CR., Wahl, M., 2015.
Extensive phenotypic plasticity of a Red Sea coral over a strong latitudinal tempera-
ture gradient suggests limited acclimatization potential to warming. Sci. Rep.-UK 5,
8940. https://doi.org/10.1038/srep08940.

Serrano, E., Coma, R, Ribes, M., Weitzmann, B., Garcia, M., Ballesteros, E., 2013. Rapid
northward spread of a zooxanthellate coral enhanced by artificial structures and
sea warming in the western Mediterranean. PLoS One 8, e52739. https://doi.org/
10.1371/journal.pone.0052739.

Shi, X, Tian, P,, Lin, R,, Lan, W., Niu, W., Zheng, X., 2016. Complete mitochondrial genome
of disc coral Turbinaria peltata (Scleractinia, Dendrophylliidae). Mitochondrial DNA
Part A 27, 962-963. https://doi.org/10.3109/19401736.2014.926506.

Silverstein, R.N., Cunning, R., Baker, A.C., 2015. Change in algal symbiont communities
after bleaching, not prior heat exposure, increases heat tolerance of reef corals.
Glob. Chang. Biol. 21, 236-249. https://doi.org/10.1111/gcb.12706.

Simpson, C, Kiessling, W., Mewis, H., Baronszabo, R.C,, Miiller, J., 2011. Data from: evolu-
tionary diversification of reef corals: a comparison of the molecular and fossil records.
Evolution 65, 3274-3284. https://doi.org/10.2307/41317044.

Spalding, M., 2001. World Atlas of Coral Reefs. University of California Press, California.

Stat, M., Carter, D., Hogeghguldberg, O., 2006. The evolutionary history of Symbiodinium
and scleractinian hosts—Symbiosis, diversity, and the effect of climate change.
Perspect. Plant Ecol. 8, 23-43. https://doi.org/10.1016/j.ppees.2006.04.001.

Stuart-Smith, R.D., Brown, CJ., Ceccarelli, D.M., Edgar, G.J., 2018. Ecosystem restructuring
along the Great Barrier Reef following mass coral bleaching. Nature 560, 92-96.
https://doi.org/10.1038/541586-018-0359-9.

Su, D., 2017. “Genetic Structure and Connectivity of Scleractinian Coral Galaxea fascicularis
around Hainan Island”, in. Hainan University, Haikou.

18

Science of the Total Environment 765 (2021) 142690

Sunda, W,, Kieber, DJ., Kiene, R.P., Huntsman, S., 2002. An antioxidant function for DMSP
and DMS in marine algae. Nature 418, 317-320. https://doi.org/10.1038/
nature00851.

Tang, K., Zhan, W., Zhou, Y., Xy, T., Wang, X,, 2019. Antagonism between coral pathogen
Vibrio coralliilyticus and other bacteria in the gastric cavity of scleractinian coral
Galaxea fascicularis. Sci. China Earth Sci. 63, 1-10. https://doi.org/10.1007/s11430-
019-9388-3.

Terraneo, T.L, Fusi, M., Hume, B.C.C,, Arrigoni, R., Voolstra, C.R,, Benzoni, F., Forsman, Z.H.,
Berumen, M.L,, 2019. Environmental latitudinal gradients and host-specificity shape
Symbiodiniaceae distribution in Red Sea Porites corals. ]. Biogeogr. 46, 2323-2335.
https://doi.org/10.1111/jbi.13672.

Thornhill, D.J., LaJeunesse, T.C., Kemp, D.W., Fitt, W.K,, Schmidt, G.W., 2006. Multi-year,
seasonal genotypic surveys of coral-algal symbioses reveal prevalent stability or
post-bleaching reversion. Mar. Biol. 148, 711-722. https://doi.org/10.1007/s00227-
005-0114-2.

Thurber, R.V., Willner-Hall, D., Rodriguez-Mueller, B., Desnues, C., Edwards, R.A., Angly, F.,
Dinsdale, E., Kelly, L., Rohwer, F., 2009. Metagenomic analysis of stressed coral
holobionts. Environ. Microbiol. 11, 2148-2163. https://doi.org/10.1111/j.1462-
2920.2009.01935.x.

Tkachenko, K.S., Soong, K., 2017. Dongsha Atoll: a potential thermal refuge for reef-
building corals in the South China Sea. Mar. Environ. Res. 127, 112-125. https://doi.
org/10.1016/j.marenvres.2017.04.003.

Todd, ].D., Curson, A.R]J., Nikolaidou-Katsaraidou, N., Brearley, C.A., Watmough, N.J., Chan,
Y., Page, P.C.B,, Sun, L., Johnston, A.W.B., 2010. Molecular dissection of bacterial acry-
late catabolism - unexpected links with dimethylsulfoniopropionate catabolism and
dimethyl sulfide production. Environ. Microbiol. 12, 327-343. https://doi.org/
10.1111/§.1462-2920.2009.02071.x.

Tong, H., Cai, L., Zhou, G., Yuan, T., Zhang, W., Tian, R,, Huang, H., Qian, P.Y., 2017. Temper-
ature shapes coral-algal symbiosis in the South China Sea. Sci. Rep. UK. 7, 40118.
https://doi.org/10.1038/srep40118.

van Oppen, M.J.H,, Blackall, L.L.,, 2019. Coral microbiome dynamics, functions and design
in a changing world. Nat. Rev. Microbiol. 17, 557-567. https://doi.org/10.1038/
s41579-019-0223-4.

Wagg, C., Schlaeppi, K., Banerjee, S., Kuramae, E.E., van der Heijden, M., 2019. Fungal-
bacterial diversity and microbiome complexity predict ecosystem functioning. Nat.
Commun. 10, 4841. https://doi.org/10.1038/s41467-019-12798-y.

Wang, F,, Zhou, ].Z., Sun, B., 2014. Structure of functional ecological networks of soil mi-
crobial communities for nitrogen transformations and their response to cropping in
major soils in eastern China. Chin. Sci. Bull. 59, 387. https://doi.org/10.1360/
972013-751.

Wang, Y., Zhang, R., Zheng, Q., Deng, Y., Van Nostrand, J.D., Zhou, ., Jiao, N., 2016.
Bacterioplankton community resilience to ocean acidification: evidence from micro-
bial network analysis. ICES J. Mar. Sci. 73, 865-875. https://doi.org/10.1093/icesjms/
fsv187.

Webster, N.S., Reusch, T.B.H., 2017. Microbial contributions to the persistence of coral
reefs. The ISME ] 11, 2167-2174. https://doi.org/10.1038/isme;j.2017.66.

Webster, N.S., Negri, A.P., Botté, E.S., Laffy, P.W., Flores, F., Noonan, S., Schmidt, C., Uthicke,
S., 2016. Host-associated coral reef microbes respond to the cumulative pressures of
ocean warming and ocean acidification. Sci. Rep.-UK 6, 19324. https://doi.org/
10.1038/srep19324.

Welsh, RM,, Zaneveld, ] R., Rosales, S.M., Payet, ] M.P., Burkepile, D.E., Thurber, R.V., 2015.
Bacterial predation in a marine host-associated microbiome. ISME ]. 6, 1540-1544.
https://doi.org/10.1038/isme;j.2015.219.

White, D.C,, Sutton, S.D., Ringelberg, D.B., 1996. The genus Sphingomonas: physiology and
ecology. Curr. Opin. Biotechnol. 7, 301. https://doi.org/10.1016/S0958-1669(96)
80034-6.

Wau, Z., Chen, S., Chen, M,, Li, Y., Wang, Q., Wang, D., 2013. Preliminary survey and analysis
of the resources of hermatypic corals in Hainan Island. Transactions of Oceanology
and Limnology 2, 44-50. https://doi.org/10.13984/j.cnki.cn37-1141.2013.02.018.

Yamano, H., Sugihara, K., Nomura, K., 2011. Rapid poleward range expansion of tropical
reef corals in response to rising sea surface temperatures. Geophys. Res. Lett. 38,
155-170. https://doi.org/10.1029/2010GL046474.

Yu, K., 2012. Coral reefs in the South China Sea: their response to and records on past en-
vironmental changes. Sci. China Earth Sci. 55, 1217-1229. https://doi.org/10.1007/
$11430-012-4449-5.

Yu, W., Wang, W., Yu, K., Wang, Y., Chen, X., 2019. Rapid decline of a relatively high lati-
tude coral assemblage at Weizhou Island, northern South China Sea. Biodivers.
Conserv. 28, 3925-3949. https://doi.org/10.1007/s10531-019-01858-w.

Zaneveld, J.R., McMinds, R., Vega Thurber, R., 2017. Stress and stability: applying the Anna
Karenina principle to animal microbiomes. Nat. Microbiol. 2, 1-8. http://10.1038/
nmicrobiol.2017.121.

Zhang, J., Kobert, K., Flouri, T., Stamatakis, A., 2014. PEAR: a fast and accurate Illumina
paired-end reAd mergeR. Bioinformatics 30, 614. https://doi.org/10.1093/bioinfor-
matics/btt593.

Zhao, M., Yu, K,, Shi, Q., Chen, T., Zhang, H., Chen, T., 2013. Coral communities of the re-
mote atoll reefs in the Nansha Islands, southern South China Sea. Environ. Monit. As-
sess. 185, 7381-7392. https://doi.org/10.1007/s10661-013-3107-5.

Zhao, M., Yu, K, Shi, Q., Yang, H., Riegl, B, Zhang, Q., Yan, H,, Chen, T., Liu, G., Lin, Z,, 2016.
The coral communities of Yongle atoll: status, threats and conservation significance
for coral reefs in South China Sea. Mar. Freshw. Res. 67, 1888. https://doi.org/
10.1071/MF15110.

Ziegler, M., Roder, C., Biichel, C., Voolstra, C.R., 2015. Niche acclimatization in Red Sea
corals is dependent on flexibility of host-symbiont association. Mar. Ecol. Prog. Ser.
533, 149-161. https://doi.org/10.3354/meps11365.

Ziegler, M., Roik, A., Porter, A., Zubier, K., Mudarris, M.S., Ormond, R., Voolstra, C.R., 2016.
Coral microbial community dynamics in response to anthropogenic impacts near a


http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0315
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0315
https://doi.org/10.1186/s40168-019-0776-5
https://doi.org/10.1007/s00338-015-1286-y
https://doi.org/10.1007/s00338-015-1286-y
https://doi.org/10.1038/ismej.2015.3
https://doi.org/10.1146/annurev-marine-120710-100948
https://doi.org/10.1073/pnas.1502283112
https://doi.org/10.1016/j.ympev.2005.04.028
https://doi.org/10.1016/j.ympev.2005.04.028
https://doi.org/10.1007/s00338-017-1615-4
https://doi.org/10.3354/meps12980
https://doi.org/10.3389/fmicb.2019.02343
https://doi.org/10.3389/fmicb.2019.02343
https://doi.org/10.1029/2018JC014648
https://doi.org/10.1038/nature12677
https://doi.org/10.1007/s00338-006-0151-4
https://doi.org/10.1111/jbi.12795
https://doi.org/10.1038/33302
https://doi.org/10.3354/meps322001
https://doi.org/10.3354/meps322001
https://doi.org/10.1111/j.1462-2920.2009.02027.x
https://doi.org/10.1111/j.1462-2920.2009.02027.x
https://doi.org/10.1038/srep08940
https://doi.org/10.1371/journal.pone.0052739
https://doi.org/10.1371/journal.pone.0052739
https://doi.org/10.3109/19401736.2014.926506
https://doi.org/10.1111/gcb.12706
https://doi.org/10.2307/41317044
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0425
https://doi.org/10.1016/j.ppees.2006.04.001
https://doi.org/10.1038/s41586-018-0359-9
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0440
http://refhub.elsevier.com/S0048-9697(20)36219-7/rf0440
https://doi.org/10.1038/nature00851
https://doi.org/10.1038/nature00851
https://doi.org/10.1007/s11430-019-9388-3
https://doi.org/10.1007/s11430-019-9388-3
https://doi.org/10.1111/jbi.13672
https://doi.org/10.1007/s00227-005-0114-2
https://doi.org/10.1007/s00227-005-0114-2
https://doi.org/10.1111/j.1462-2920.2009.01935.x
https://doi.org/10.1111/j.1462-2920.2009.01935.x
https://doi.org/10.1016/j.marenvres.2017.04.003
https://doi.org/10.1016/j.marenvres.2017.04.003
https://doi.org/10.1111/j.1462-2920.2009.02071.x
https://doi.org/10.1111/j.1462-2920.2009.02071.x
https://doi.org/10.1038/srep40118
https://doi.org/10.1038/s41579-019-0223-4
https://doi.org/10.1038/s41579-019-0223-4
https://doi.org/10.1038/s41467-019-12798-y
https://doi.org/10.1360/972013-751
https://doi.org/10.1360/972013-751
https://doi.org/10.1093/icesjms/fsv187
https://doi.org/10.1093/icesjms/fsv187
https://doi.org/10.1038/ismej.2017.66
https://doi.org/10.1038/srep19324
https://doi.org/10.1038/srep19324
https://doi.org/10.1038/ismej.2015.219
https://doi.org/10.1016/S0958-1669(96)80034-6
https://doi.org/10.1016/S0958-1669(96)80034-6
https://doi.org/10.13984/j.cnki.cn37-1141.2013.02.018
https://doi.org/10.1029/2010GL046474
https://doi.org/10.1007/s11430-012-4449-5
https://doi.org/10.1007/s11430-012-4449-5
https://doi.org/10.1007/s10531-019-01858-w
http://10.1038/nmicrobiol.2017.121
http://10.1038/nmicrobiol.2017.121
https://doi.org/10.1093/bioinformatics/btt593
https://doi.org/10.1093/bioinformatics/btt593
https://doi.org/10.1007/s10661-013-3107-5
https://doi.org/10.1071/MF15110
https://doi.org/10.1071/MF15110
https://doi.org/10.3354/meps11365

B. Chen, K. Yu, Z. Liao et al.

major city in the Central Red Sea. Mar. Pollut. Bull. 105, 629-640. https://doi.org/
10.1016/j.marpolbul.2015.12.045.

Ziegler, M., Arif, C,, Burt, J.A,, Dobretsov, S., Roder, C,, Lajeunesse, T.C., Voolstra, CR., 2017.
Biogeography and molecular diversity of coral symbionts in the genus Symbiodinium
around the Arabian peninsula. J. Biogeogr. 44, 674-686. https://doi.org/10.1111/
jbi.12913.

19

Science of the Total Environment 765 (2021) 142690

Ziegler, M., Eguiluz, V.M., Duarte, C.M., Voolstra, C.R., 2018. Rare symbionts may contrib-
ute to the resilience of coral-algal assemblages. 12, 161. https://doi.org/10.1038/
ismej.2017.151.

Ziegler, M., Grupstra, C.G.B., Barreto, M.M.,, Eaton, M., Voolstra, C.R., 2019. Coral bacterial
community structure responds to environmental change in a host-specific manner.
Nat. Commun. 10, 3092. https://doi.org/10.1038/s41467-019-10969-5.


https://doi.org/10.1016/j.marpolbul.2015.12.045
https://doi.org/10.1016/j.marpolbul.2015.12.045
https://doi.org/10.1111/jbi.12913
https://doi.org/10.1111/jbi.12913
https://doi.org/10.1038/ismej.2017.151
https://doi.org/10.1038/ismej.2017.151
https://doi.org/10.1038/s41467-019-10969-5

	Microbiome community and complexity indicate environmental gradient acclimatisation and potential microbial interaction of ...
	1. Introduction
	2. Materials and methods
	2.1. Sample collection, coral cover, and environmental characteristics
	2.2. Coral haplotype identification and analysis
	2.3. Microbiome identification and profiling
	2.4. Bioinformatics processing
	2.5. Statistical analyses

	3. Results
	3.1. Regional environmental differences and coral cover
	3.2. Coral host phylogeny and haplotype network
	3.3. Symbiodiniaceae community structure
	3.4. Bacterial community structure
	3.5. Environmental and geographic factors affecting microbial community structure
	3.6. Coral bacterial core microbiome
	3.7. Relationship between microbial diversity and network complexity

	4. Discussion
	4.1. Symbiodiniaceae community structure of coral holobionts is linked to latitudinal environmental regimes in the SCS
	4.2. Bacteria microbiota of coral holobionts are associated with climatic environmental regimes in the SCS
	4.3. Core bacterial microbiota are affected by environmental regimes and potential anthropogenic disturbances in the SCS
	4.4. Microbial diversity and potential interactions may affect the health of coral holobionts

	5. Conclusions
	Funding
	CRediT authorship contribution statement
	Declaration of competing interest
	Acknowledgements
	References




